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Characterization of SARS-CoV-2 proteins 
reveals Orf6 pathogenicity, subcellular 
localization, host interactions and attenuation 
by Selinexor
Jin‑Gu Lee1,2, Weiliang Huang3, Hangnoh Lee1,2, Joyce van de Leemput1,2, Maureen A. Kane3 and Zhe Han1,2*  

Abstract 

Background: SARS‑CoV‑2 causes COVID‑19 which has a widely diverse disease profile. The mechanisms underlying 
its pathogenicity remain unclear. We set out to identify the SARS‑CoV‑2 pathogenic proteins that through host inter‑
actions cause the cellular damages underlying COVID‑19 symptomatology.

Methods: We examined each of the individual SARS‑CoV‑2 proteins for their cytotoxicity in HEK 293 T cells and their 
subcellular localization in COS‑7 cells. We also used Mass‑Spec Affinity purification to identify the host proteins inter‑
acting with SARS‑CoV‑2 Orf6 protein and tested a drug that could inhibit a specific Orf6 and host protein interaction.

Results: We found that Orf6, Nsp6 and Orf7a induced the highest toxicity when over‑expressed in human 293 T cells. 
All three proteins showed membrane localization in COS‑7 cells. We focused on Orf6, which was most cytotoxic and 
localized to the endoplasmic reticulum, autophagosome and lysosomal membranes. Proteomics revealed Orf6 inter‑
acts with nucleopore proteins (RAE1, XPO1, RANBP2 and nucleoporins). Treatment with Selinexor, an FDA‑approved 
inhibitor for XPO1, attenuated Orf6‑induced cellular toxicity in human 293 T cells.

Conclusions: Our study revealed Orf6 as a highly pathogenic protein from the SARS‑CoV‑2 genome, identified its key 
host interacting proteins, and Selinexor as a drug candidate for directly targeting Orf6 host protein interaction that 
leads to cytotoxicity.
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zero/1. 0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.

Introduction
SARS-CoV-2 (severe acute respiratory syndrome coro-
navirus 2) is a novel coronavirus responsible for causing 
the coronavirus disease 2019 (COVID-19) pandemic [4, 
13]. To date, SARS-CoV-2 has infected more than 78 mil-
lion people around the world and led to over 1,7 million 
deaths (source: Johns Hopkins University). This is the 
third introduction of a highly pathogenic coronavirus 
into the human population in the twenty-first century, 

following SARS-CoV (2002–2003) and MERS-CoV (Mid-
dle East respiratory syndrome-CoV; 2012). Many of the 
studies on SARS-CoV-2 and ongoing drug development 
have been focused on virus entry and replication. How-
ever, functions of individual SARS-CoV-2 viral proteins, 
particularly how they affect human cells, remain largely 
unknown.

The SARS-CoV-2 viral genome encodes 28 confirmed 
proteins. The 5′ of the viral genome contains Orf1ab, by 
far the largest viral gene, encoding polyproteins Orf1ab 
and Orf1a. These polyproteins are cleaved into 16 non-
structural proteins (Nsp1-16) that form the viral tran-
scription/replication complex, such as papain-like 
proteinase  (PLpro; Nsp3) [18], RNA-dependent RNA 
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polymerase (RdRp,Nsp12 in complex with Nsp7-Nsp8 
heterodimer co-factor) [20], nucleoside triphosphate 
hydrolase (NTPase) and helicase (Nsp13) [36], exonu-
clease (Nsp14) [1], endoribonuclease (NendoU,Nsp15) 
[17], and RNA 5′ cap structure (Nsp14 combined with 
the Nsp16-Nsp10 methyltransferase complex) [41]. The 
remaining viral genome sequence at the 3′ end com-
prises genes encoding the four structural proteins spike 
(S), envelope (E), membrane (M) and nucleocapsid (N), 
as well as eight accessory proteins (Orf3a, Orf3b, Orf6, 
Orf7a, Orf7b, Orf8, Orf9b and Orf10) [12, 47]. The func-
tions of these accessory proteins remain  largely unre-
solved since they lack well-defined domain structures. 
Studies of the previous SARS-CoV and MERS-CoV coro-
naviruses have hinted that these accessory proteins might 
interact extensively with host proteins to facilitate viral 
growth and replication [26, 27].

The limited viral genome compels the virus to enlist 
host systems for its cellular infection, translation, rep-
lication and spread. Understanding how SARS-CoV-2 
hijacks host machinery and which of its proteins are key 
for its interaction will be crucial in identifying effective 
targets for COVID-19 therapeutic intervention. Studies 
of the human immune deficiency virus (HIV-1) over the 
past 30  years have demonstrated the presence of prime 
pathogenic proteins that contribute to virulence and host 
disease progression, and the potential of targeting these 
proteins for effective therapeutic intervention [9]. For 
example, HIV-1 Vpr protein interacts with host proteins 
to modify host cell energy metabolism, oxidative status 
and proteasome function. This protein’s effect on critical 
host systems contributes to disease severity and makes 
Vpr a primary determinant of HIV-1 pathogenesis. As 
such, Vpr, as well as its main host interacting proteins, 
are currently studied as viable potential pharmacologi-
cal targets for treating HIV-associated diseases [11]. The 
HIV-1 Tat protein (another prime pathogenic HIV-1 
protein) activates HIV-1 gene expression through bind-
ing host proteins such as TAK, CDK9 and Cyclin T1 ([43, 
46. Therefore, small molecules that target this interaction 
are expected to inhibit HIV-1 virus gene expression and 
are currently being developed [33]. The HIV-1 Nef pro-
tein is another important determinant of viral pathogen-
esis [2]. Nef is abundantly expressed during infection and 
reroutes a variety of cell surface proteins to disrupt host 
immunity and promote the viral replication cycle [2]. 
Nef also counteracts host defenses by sequestering and/
or degrading its targets via the endocytic and secretory 
pathways, through direct interaction with a number of 
host trafficking proteins [29, 31, 35]). Therefore, inhib-
iting HIV-1 Nef protein or its interacting host factors 
provides a promising approach for future drug develop-
ment [2]. These studies have demonstrate that examining 

individual viral proteins in cell culture and animal mod-
els can  provide valuable insights into the underlying 
disease mechanisms. And, that identification of these 
prime pathogenic proteins encoded by the virus genome 
will  likely be critical for developing targeted therapeutic 
treatments that benefit patients.

To identify the key pathogenic proteins of SARS-
CoV-2, we expressed each of the confirmed 28 proteins 
encoded by the SARS-CoV-2 genome in human cells. We 
then examined which individual proteins affected cell 
viability and their subcellular localization. Multiple viral 
genes were found to induce cytotoxicity, among which 
Orf6, Orf7a and Nsp6 were the most potent, with each 
showing a particular subcellular localization pattern. 
Orf6 protein showed a distinct distribution pattern with 
localization exclusively at the endoplasmic reticulum 
(ER), autophagosome and lysosome membranes. Since 
Orf6 also caused the highest cytotoxicity in our assay, we 
examined it more closely. We used affinity-purification 
mass spectrometry to identify Orf6 viral-host protein 
interactions. The data revealed SARS-CoV-2 Orf6 inter-
action with host proteins associated with RNA transport 
and localization, ribosome and proteasome complexes 
and MHC class I antigen processing pathways. The 
host RNA transport and localization proteins included 
several nuclear pore proteins (RAE1, XPO1, RANBP2 
and multiple nucleoporins). Therefore, we tested two 
FDA-approved nuclear pore inhibitors. We found that 
Selinexor, a selective inhibitor of nuclear export [15]—
but not Ivermectin, an inhibitor of nuclear import [42]—
attenuated SARS-CoV-2 Orf6-induced cellular toxicity 
in a dose-dependent manner. These findings suggest that 
Selinexor, and possibly other nuclear transport inhibitors, 
could be used as a targeted treatment for SARS-CoV-2 
Orf6 protein-induced cellular damage through blocking 
its interaction with nuclear pore proteins.

Results
Cellular toxicity of the individual SARS‑CoV‑2 genes
The SARS-CoV-2 genome contains 28 genes that encode 
16 non-structural proteins, 4 structural proteins and 8 
accessory proteins. To investigate potential pathogenic 
effects caused by the 28 individual SARS-CoV-2 genes, 
we expressed each gene in HEK 293  T cells (each was 
driven by the same promotor and all transfections were 
carried out with equal amounts of construct) and ana-
lyzed effects on cell viability (Fig. 1). We identified seven 
SARS-CoV-2 proteins capable of inducing significant cell 
viability defects (Fig.  1, red bars). Among these seven, 
SARS-CoV-2 Orf6 displayed the strongest toxicity phe-
notype with near 50% loss in cell viability, followed by the 
Nsp6 and Orf7a proteins which each showed ~ 30–40% 
reduction in cell viability (Fig.  1). Four other proteins 
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(Nsp13, Nsp14, Orf3a and M) induced milder yet sig-
nificant cell death, whereas the other 21 proteins did not 
induce detectable cellular toxicity (Fig. 1).

Intracellular localization of the individual SARS‑CoV‑2 
proteins
Knowledge of the subcellular localization pattern of 
individual SARS-CoV-2 proteins could aid to infer 
their biological function based on the host proteins 
and processes available at the cellular compartment. 
The subcellular localization of a protein can be pre-
dicted based on the presence of topological motifs 
such as a transmembrane (TM) domain, signal peptide, 

membrane-embedded alpha-helix or nuclear localiza-
tion sequence. Therefore, we summarized the predicted 
topology and subcellular localization for the 28 SARS-
CoV-2 proteins (Additional file  1: Table  S1). We used 
these predictions, combined with data from UniProt 
Knowledgebase [40] and the scientific literature, to pri-
oritize the SARS-CoV-2 proteins as a means to accel-
erate our initial round of investigation. Viral proteins 
with main predicted functions in viral entry, replication 
or packaging were initially not favored as they remain 
a focus of much of the latest literature. Twelve SARS-
CoV-2 proteins (Nsp1, Nsp2, Nsp3, Nsp6, Orf3a, Orf3b, 
Orf6, Orf7a, Orf7b, Orf8, Orf9b and Orf10) were thus 
prioritized for analysis of their subcellular localization 
by super-resolution confocal microscopy. We expressed 
the mCherry (mCh)-fused (C-terminus) SARS-CoV-2 
proteins in COS-7 cells along with a fluorescent ER 
marker, mCitrine (mCi)-ER (Note, when highly overex-
pressed this marker is prone to label the Golgi structure 
as well). COS-7 cells are a mammalian cell line com-
monly used for protein subcellular localization studies 
due to their large size. We chose mCi-ER because the 
ER is an abundant cellular structure ideal for observing 
subcellular distribution of proteins, as well as a major 
organelle at which many viral proteins tend to localize 
(Additional file 1: Fig. S1).

Nsp1 is localized in the cytosol and nuclear region, 
although it does not contain a known-nuclear localiza-
tion sequence (Fig.  2a). Nsp2 shows typical cytosolic 
distribution (Fig.  2b). Nsp3 has two TM domains and 
localizes at the membranes of vesicles (Fig. 2c, arrows) 
and the plasma membrane, but not the ER (Fig.  2c). 
Nsp6 has six TM domains and shows ER and perinu-
clear localization (Fig. 2d). Orf3a contains three known 
TM domains, it localizes mostly at the Golgi (Fig.  2e, 
arrowheads) and at the lumen of particular vesicles 
(Fig. 2e, arrows), and only weakly at the ER and plasma 
membrane (Fig. 2e). Orf3b shows weak cytosolic signal 
and strong vesicular luminal signal (Fig.  2f, arrows). 
Orf6 has a membrane-embedded alpha-helix on its 
N-terminus and localizes to the ER and the mem-
branes of a subset of the intracellular vesicles (Fig. 2g, 
arrows). Orf7a has a signal peptide on its N-terminus 
and one TM domain. It localizes predominantly at the 
Golgi (Fig. 2h, arrowheads) and shows a weak ER signal 
(Fig. 2h). We observed that Orf7a also localizes at mito-
chondria in a small subset of cells (data not shown). 
Orf7b and Orf8 co-localize almost completely with 
the mCi-ER marker (Fig.  2i, j). Orf9b and Orf10 show 
cytosolic distribution and plasma membrane locali-
zation (Fig.  2k, l). In addition, Orf10 shows nuclear 
localization (Fig.  2l). These observations have been 
summarized in Table 1.

Fig. 1 Cellular toxicity of SARS‑CoV‑2 genes. HEK 293 T cells were 
transfected with 150 ng of plasmid for each SARS‑CoV‑2 gene, and 
cell viability was analyzed by a luminescent cell viability assay. Red 
color indicates statistically significant cell death induced by viral gene 
expression (mean ± SD; n = 3 independent experimental replicates; 
T‑test with Bonferroni correction between the control and viral gene 
expressing cells; *P < 0.05, **P < 0.01, ***P < 0.001; ns non‑significant)
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SARS‑CoV‑2 Orf6 localizes to the endoplasmic reticulum, 
autophagosome and lysosomal membranes
SARS-CoV-2 Orf6 protein showed the most potent cel-
lular toxicity and displayed an intriguing ER and vesicular 
localization pattern, which led us to investigate this virus 
protein further. It has been reported that SARS-CoV 
Orf6 is localized on the ER and Golgi membranes due to 
the alpha-helix on its N-terminus [10]. This N-terminal 
alpha-helix is conserved in SARS-CoV-2 Orf6 (Fig.  3a). 
Interestingly, we found that SARS-CoV-2 Orf6 protein 

localized at the membrane of particular vesicles as well 
as the ER (Fig.  2g). To better characterize the types of 
vesicles that showed SARS-CoV-2 Orf6 protein localiza-
tion, we co-expressed Orf6-mCh with additional cellular 
vesicle markers, including CFP-LC3 (microtubule-asso-
ciated protein 1A/B-light chain 3) to label autophago-
somes, mCerulean (mCe)-lysosome20 to label lysosomes, 
and endosome vesicle markers. Strikingly, we found that 
SARS-CoV-2 Orf6 overlaps highly with CFP-LC3 labeled 
autophagosomes (Fig. 3b), and partially overlapped with 

Fig. 2 Cellular localization of SARS‑CoV‑2 proteins. COS‑7 cells co‑transfected with mCherry (mCh)‑tagged SARS‑CoV‑2 proteins (a Nsp1, b Nsp2, c 
Nsp3, d Nsp6, e Orf3a, f Orf3b, g Orf6, h Orf7a, i Orf7b, j Orf8, k Orf9b, l Orf10) and the monomeric Citrine (mCi)‑tagged ER marker were imaged by 
confocal microscopy. Dotted line follows plasma membrane; arrow points to intracellular vesicle; arrowhead indicates Golgi structure
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mCe-lysosome20 labeled lysosomes (Fig.  3c). How-
ever, we found no co-localization with markers for the 
early or late endosomes (mCi-Rab5a, mCi-Rab7a, mCi-
Rab9a,Additional file 1: Fig. S2). Although the N-termi-
nus alpha-helix has been conserved, SARS-CoV-2 and 
SARS-CoV Orf6 only show about 67% overall similarity 
in codon sequence [12]. We speculate this low sequence 
conservation might result in differences in host protein 
interaction and the associated viral regulation of host 
systems.

SARS‑CoV‑2 Orf6 virus‑host protein interactions
Orf6 proteins from SARS-CoV and SARS-CoV-2, as 
expected, share functionality, including IFN-antagonistic 

activity [21, 28, 50] and interaction with the NUP98-
RAE1 complex at the nuclear pore [10, 12, 24, 25, 28]. To 
gain insight into SARS-CoV-2 Orf6 regulated host pro-
cesses, we carried out affinity purification followed by 
high resolution mass spectrometry. We expressed mCh-
FLAG-tagged Orf6 in HEK 293  T cells and performed 
co-immunoprecipitation assays using anti-FLAG agarose. 
The pulled-down proteins were separated by SDS-PAGE 
gel and visualized by silver stain. Several unique bands 
were observed in the Orf6-mCh-FLAG sample compared 
to the control (mCh-FLAG) (Fig. 4a).

Gene Ontology analysis of the Orf6 interacting host 
proteins identified by mass spectrometry (Additional 
file  1: Table  S2) revealed host functions that are poten-
tially modulated by SARS-CoV-2 Orf6 to support viral 
replication. For example, we identified host proteins that 
are required for translational initiation (GO:0006413, 
adjusted p value = 5.79e−32), viral gene expression 
(GO:0019080, adj. p = 7.14e−28), antigen processing 
and presentation (GO:0042590, adj. p = 1.11e−27), and 
interleukin-1-mediated signaling (GO:0070498, adj. 
p = 4.95e−26), among others. Remarkably, our survey 
revealed nuclear transport-related proteins (GO:0051169, 
adj. p = 1.57e−15) as a major functional category 
(Fig.  4b). This finding is in line with previous interac-
tions [12, 24, 25] and recent demonstration [28] that 
SARS-CoV-2 Orf6 interacts with the host RAE1-NUP98 
complex. Our Orf6-nuclear pore interaction network 
included nucleoporins (RAE1, RANBP2 [as well as RAN 
and RANGAP1], NUP160, NUP188, NUP210, NUP37, 
NUP93), importins (IPO5, IPO8, RANBP6, KPNB1) and 
exportins (XPO1, XPOT [a.k.a. XPO3]). Interestingly, 
THOC3, a member of the TREX complex and known 

Table 1 The summary of cellular localization of SARS‑CoV‑2 
proteins

SARS‑CoV‑2 
Protein

Confirmed subcellular localization by confocal microscopy

Nsp1 cytosol, perinuclear region

Nsp2 cytosol

Nsp3 membrane of vesicles, plasma membrane, not ER

Nsp6 ER, perinuclear region

Orf3a Golgi, weakly at ER, plasma membrane, lumen of vesicles

Orf3b cytosol, lumen of vesicles

Orf6 ER, membrane of vesicles (autophagosome, lysosome)

Orf7a mostly at Golgi, weekly at ER and mitochondria

Orf7b ER

Orf8 ER

Orf9b cytosol, plasma membrane

Orf10 cytosol, plasma membrane, perinuclear region

Fig. 3 SARS‑CoV‑2 Orf6 is localized at the ER, autophagosome and lysosome membranes. a Schematic homology comparison between SARS‑CoV 
Orf6 and SARS‑CoV‑2 Orf6. b, c Confocal analysis of SARS‑CoV‑2 protein Orf6 localization in COS‑7 cells transfected with mCh‑Orf6 together with 
CFP‑LC3 (b), and mCe‑lysosome20 (c). Scale bar, 10 μm. CFP, cyan fluorescent protein; LC3, microtubule‑associated protein 1A/B‑light chain 3; mCe, 
mCerulean; mCh, mCherry
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for coupling mRNA processing with transport, as well as 
several members of the spliceosome were also present in 
the interaction network. The latter include small nuclear 
ribonucleoproteins (SNRPs), a heterogenous nuclear 
ribonucleoprotein (HNRNPA1), and several Gem-associ-
ated protein (GEMIN) family members. Taken together 
these findings expand on what was known about the 
host nuclear pore interaction network affected by SARS-
CoV-2 Orf6 protein.

SARS‑CoV‑2 Orf6 cellular toxicity is attenuated 
by Selinexor treatment
It has been predicted that Orf6 interaction with the 
mRNA nuclear export complex (RAE1 and NUP98) can 
be disrupted by Selinexor, an FDA-approved selective 
inhibitor of nuclear export [12]. To investigate whether 
Selinexor can diminish the cellular toxicity caused by 
Orf6, we treated SARS-CoV-2 Orf6 transfected HEK 
293  T cells with Selinexor and analyzed cell viability. 
Even though Selinexor itself appeared toxic to the cells 
(Fig.  5a, control vec.), its treatment was able to attenu-
ate SARS-CoV-2 Orf6-induced cellular toxicity and it did 

so in a dose-dependent manner (Fig. 5a). We also tested 
Ivermectin, another FDA-approved nuclear transport 
inhibitor, that had been suggested as a putative inhibi-
tor for SARS-CoV-2 Orf6 [3]. However, Ivermectin did 
not demonstrate capability of reducing SARS-CoV-2 
Orf6-induced cellular toxicity (Fig.  5b). These findings 
suggest that Selinexor, and possible other nuclear trans-
port inhibitors, could be used as a targeted treatment 
for SARS-CoV-2 Orf6 protein induced cellular dam-
age through blocking its interaction with nuclear pore 
proteins.

Discussion
SARS-CoV-2, like all viruses, is dependent on host 
cell systems for infection, translation, replication and 
spread. Studies of HIV-1 over the past 30  years have 
demonstrated the importance of identifying the major 
contributing pathogenic viral proteins as potential 
therapeutic targets in drug discovery [9]. In this study, 
we have used both cytotoxicity and subcellular localiza-
tion to identify prime pathogenic proteins encoded by 
SARS-CoV-2. Previous studies of SARS-CoV proteins 

Fig. 4 Host‑interacting proteins of SARS‑CoV‑2 Orf6. a Cells transfected with either a control (mCherry (mCh)‑FLAG) or Orf6‑mCh‑FLAG‑expression 
vector were lysed. Conjugated‑proteins were pulled‑down using FLAG agarose beads. The pulled‑down samples were analyzed by SDS‑PAGE gel 
and visualized by silver stain (black arrowhead, mCh‑FLAG; red arrowhead, Orf6‑mCh‑FLAG). b Graphic network display of the interactions between 
SARS‑CoV‑2 Orf6 and host proteins associated with “nuclear transport (GO:0051169)”. Interactions were identified by STRING, then proteins were 
clustered using Markov Cluster Algorithm and colored based on the result. Solid line, intra‑cluster association; dashed line; inter‑cluster association
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found that viral Orf3a, Orf3b, Orf7a and Orf7b pro-
tein expression induced cytotoxicity [16, 22, 23, 34, 
49]. Interestingly, all four are accessory proteins, which 
show the least conservation of amino acid sequence 
between the SARS-CoV and the current SARS-CoV-2 
[12]. This highlights the importance of studying the 
SARS-CoV-2 proteins directly rather than relying on 
deductions based on SARS-CoV data. Our system-
atic cytotoxicity screen for all 28 SARS-CoV-2 pro-
teins revealed that seven proteins (Orf6, Nsp6, Orf7a, 
Nsp13, Nsp14, Orf3a and M) were capable of induc-
ing cytotoxicity when expressed in human cells (HEK 
293  T) (Fig.  1). Among them, Orf6, Nsp6 and Orf7a 
were highly cytotoxic, and therefore presumed patho-
genic. We found these viral proteins (SARS-CoV-2 
Orf6, Nsp6 and Orf7a) were similarly highly toxic in 
our in vivo Drosophila model [52]. Cytotoxicity caused 
by Orf3a was relatively mild and fell within the range 
of other cytotoxic proteins with milder effects (Nsp13, 
Nsp14 and M). A recent study reported a similar level 
of cytotoxicity for SARS-CoV-2 Orf3a expression in 
HEK 293  T, Vero E6 and HepG2 cell lines [32]. They 
found Orf3a induced apoptosis via caspase-3 activation 
and showed that this effect was stronger for the previ-
ous SARS-CoV Orf3a. These data imply that similar to 
other viruses, SARS-CoV-2 harbors primary determi-
nant pathogenic proteins. We speculate these might 
hold the key to the tissue-specific effects and symptom-
atology observed in COVID-19, which likely depend-
ent on specialized virus-host protein interactions. Our 
report using Drosophila to investigate SARS-CoV-2 
protein pathogenicity supports this notion by dem-
onstrating the detrimental effects of these proteins on 
multiple tissues. These included mitochondrial damage 

observed in muscle of Orf6, Nsp6 and Orf7a transgenic 
flies, which might be a prelude to apoptosis [52].

Knowledge of the subcellular localization pattern of 
individual SARS-CoV-2 proteins could aid interpreta-
tion of their biological functions based on the host pro-
teins and systems available for interaction within the 
cellular compartment. Overall, when comparing our 
data with that published in the literature for SARS-CoV, 
we found many similarities. However, we also uncovered 
notable differences in viral protein localization between 
SARS-CoV-2 and SARS-CoV (see, Additional file 1: Dis-
cussion), indicating the importance of studying SARS-
CoV-2 directly. Strikingly, examination of viral protein 
localization in COS-7 cells revealed that the three SARS-
CoV-2 proteins (Orf6, Nsp6 and Orf7a) which displayed 
the highest potency for cytotoxicity, are localized on the 
membranes of the ER, Golgi system and a subset of intra-
cellular vesicles. Orf7a showed a large presence at the 
Golgi compartment, where it might play a role in mediat-
ing the host cell trafficking process. It has been reported 
that SARS-CoV Orf6 is required for optimal replication 
of the SARS-CoV virus and is localized at the ER and 
Golgi membranes [10]. Although the protein sequence of 
SARS-CoV-2 Orf6 has only ~ 67% similarity to the codon 
sequence of SARS-CoV Orf6, the N-terminus alpha-helix 
motif is conserved. This alpha-helix is required for opti-
mal replication of the SARS-CoV virus and important for 
localization of the SARS-CoV Orf6 protein to the ER and 
Golgi membranes [51]. We observed that SARS-CoV-2 
Orf6 localized to the ER and the membranes of intracel-
lular vesicles. Previous technology did not allow for the 
level of high-resolution images we were able to achieve 
in our study, which could explain the absence of intracel-
lular vesicles in the previous observation. Alternatively, 

Fig. 5 Orf6‑induced cellular toxicity is attenuated by treatment with Selinexor. HEK 293 T cells were transfected with 150 ng of control vector or 
Orf6 expression vector and treated with 0, 25, 50, 100, and 200 nM Selinexor (a) or with 0, 40, 200, 1000 nM Ivermectin (b). Cell viability was analyzed 
by luminescent cell viability assay (mean ± SD; n = 3 independent samples; T‑test with Bonferroni correction between the non‑treated (0 nM) and 
drug‑treated cells; **P < 0.01, ***P < 0.001; ns non‑significant)
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these Orf6-marked vesicles might be unique to SARS-
CoV-2 Orf6. Combined with the low level of conserva-
tion of protein sequence, these could indicate that while 
certain important functions of SARS-CoV Orf6, such 
as enhancing viral replication [51] and viral growth [30] 
might be conserved in SARS-CoV-2 Orf6, the latter dis-
plays additional features associated with altered host 
protein interaction. Interestingly, further investigation 
of SARS-CoV-2 Orf6 protein localization showed it was 
specifically present at autophagosomes and lysosomes, 
but not at early or late endosomes. This pattern, includ-
ing ER localization, suggests that SARS-CoV-2 Orf6 
protein might interact with the host protein trafficking, 
autophagy and protein degradation.

SARS-CoV-2 Orf6 has been shown to act as an antago-
nist of IFN signaling [24, 25, 28, 50] as well as to directly 
interact with the NUP98-RAE1 complex at the nuclear 
pore [12, 24, 25, 28]. To gain insight into SARS-CoV-2 
Orf6 regulated host processes, we carried out affinity 
purification followed by high resolution mass spectrome-
try. In line with previous findings, we found SARS-CoV-2 
Orf6 protein interacts with many key members of the 
nuclear pore machinery. Our data identified nucleop-
orins and karyopherins (both importins and exportins), 
as well as components of the spliceosome among the 
interactors. Among them we identified RAE1, XPO1, 
RANBP2 and additional components of Ran-GTP kar-
yopherin-mediated protein transport and nuclear pore 
machinery, but notably not NUP98. At the time of final-
izing this manuscript, a study reported that interaction 
of SARS-CoV-2 Orf6 by itself with the NUP98-RAE1 
complex is sufficient in suppressing IFN signaling [28]. 
Evading the innate immune response is imminent to 
virus survival and targeting host transport systems is a 
common tactic, however the mechanisms of interven-
tion varies among viruses. SARS-CoV-2, and its prede-
cessor SARS-CoV, target the nuclear import of STAT1 
and STAT2 to impede the induction of IFN-stimulated 
genes [28]. The karyopherin alpha1 (KPNA1) and beta 
1 (KPNB1) heterodimer is key to importing the STAT 
signaling complex into the nucleus. Interestingly, we 
found KPNB1 among the SARS-CoV-2 Orf6 interactors 
(Fig. 4b). Its binding site is closely located to that of RAE1 
on NUP98 and might also be disrupted by Orf6 bind-
ing. Indeed, the latest report showed Orf6 directly binds 
NUP98 and suggested in doing so it might disrupt a wider 
range of transport than IFN signaling alone [28]. Inter-
estingly, in addition to nuclear importers, we detected 
export components in our Orf6 interaction network 
(Fig. 4b). Among these, THOC3 is part of a nuclear com-
plex involved in transcription elongation (THO), which 
in turn is part of the larger transcription export (TREX) 
complex. TREX is involved in splicing-coupled mRNA 

export [19]. Components of the spliceosome comprised 
a sizeable part of the proteins closely interacting with 
the nuclear pore in our SARS-CoV-2 Orf6 virus-host 
interaction network. Together these findings indicate 
that in addition to the previously reported IFN immune 
suppression through disrupted nuclear import [28, 50], 
Orf6 might hamper host RNA export mechanisms. 
These could further suppress the immune response and 
free up host translation machinery for processing viral 
RNA to ramp up viral replication. This is supported by 
findings that total RNA content is dramatically reduced 
in SARS-CoV-2 infected cells [28]. Our findings identi-
fied additional proteins involved in this process, includ-
ing components of spliceosome-mediate transport, and 
expand on what was known about SARS-CoV-2 Orf6 dis-
ruption of host nuclear pore function.

Identification of primary determinant pathogenic pro-
teins for HIV-1, such as Vpr, Tat and Nef, has provided 
novel therapeutic targets for treating HIV-1-associated 
diseases [9]. Therefore, we sought to identify potential 
drugs that could target SARS-CoV-2 Orf6, or its interact-
ing host proteins, as potential therapeutics for COVID-
19. Fortunately, XPO1, one of the prime host interaction 
proteins for Orf6 identified in our data, is the direct tar-
get of Selinexor (Fig.  6). Selinexor is an FDA approved-
selective inhibitor of nuclear export [38]. The UCSF 
group predicted Selinexor among one of the 69 drugs 
that could inhibit SARS-CoV-2 and human protein inter-
actions, based on the indirect association with RAE1 [12] 
which our study and others [24, 25] picked up as well. 
RAE1 is another key component of the nuclear export 
complex machinery and contains a specific binding 
pocket for XPO1. We tested Selinexor treatment directly 
in our HEK 293  T cell model and found that Selinexor 
treatment effectively attenuated the cellular toxicity 
caused by Orf6 expression, in a dose-dependent man-
ner. We also tested Ivermectin, another nuclear transport 
inhibitor, that has been suggested as a putative inhibi-
tor for SARS-CoV-2 Orf6 [3]. However, Ivermectin was 
not able to detectably reduce SARS-CoV-2 Orf6-induced 
cytotoxicity. Selinexor directly targets XPO1, the nuclear 
export host protein, thereby inhibiting SARS-CoV-2 Orf6 
viral-host protein interaction [15] (Fig. 6), whereas Iver-
mectin indirectly inhibits nuclear import via the impor-
tin alpha/beta-mediated pathway [42]. Furthermore, we 
report therapeutic intervention by Selinexor is similarly 
effective in vivo, wherein we showed Selinexor treatment 
attenuated SARS-CoV-2 induced pathogenic effects in fly 
trachea (Drosophila equivalent of lung) and muscle tissue 
[52].

Currently pharmaceutical targets for treating COVID-
19 focus on inhibition of either virus entry (via blocking 
Spike-ACE2 binding or inhibition of TMPRSS2 activity; 
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for example, camostat mesylate) or virus replication (via 
inhibition of the virus RNA-dependent RNA polymer-
ase (RdRp); for example, Remdesivir). We speculate that 
pharmaceutical compounds that target the specific pri-
mary determinants of SARS-CoV-2 pathogenicity, as 
we demonstrated here for Orf6, will be most beneficial 
in combination therapy with the viral entry/replication 
inhibitors and will act to mitigate damage to the multiple 
tissues affected in COVID-19.

Methods
Cell lines, plasmids and transfection
The HEK 293 T and COS-7 cells were purchased from 
ATCC and maintained in DMEM medium (Corning 
cellgro) containing 10% fetal bovine serum and Penicil-
lin–Streptomycin (10 unit/ml). Mammalian expression 
constructs for Nsp1, Nsp2, Nsp3, Nsp6, Orf3a, Orf3b, 
Orf6, Orf7a, Orf7b, Orf8, Orf9b, and Orf10 were gener-
ated by using NEBuilder HiFi DNA Assembly Cloning 
Kit (New England BioLabs). Orf9c was excluded as its 
genetic code lies not within the verified SARS-CoV-2 
open reading frame. The cDNA fragments were PCR-
amplified from human codon-optimized SARS-CoV-2 
genes in pDONR207 vector (from Fritz Roth, through 
Addgene) or pLVX-EF1alpha-IRES-Puro vector (from 
Nevan Krogan, through Addgene), and assembled 
into the pCMV6 vector for C-terminal tagging with 
mCherry (mCh)-FLAG. The mCh-tag was used for 
tracking the subcellular localization of the viral protein, 
whereas the FLAG-tag was used in the affinity purifi-
cation/pull-down assays. The mammalian expression 

constructs for Nsp4, Nsp5, Nsp7, Nsp8, Nsp9, Nsp10, 
Nsp11, Nsp12, Nsp13, Nsp14, Nsp15, Nsp16, spike (S), 
envelope (E), membrane (M) and nucleocapsid (N) were 
generously gifted by Dr. Xuefeng Liu at Georgetown 
University. mCitrine-ER-5, mCerulean3-Lysosomes-20, 
mCitrine-Rab5a-7 and mCitrine-Rab7a-7 were gifts 
from Michael Davidson (Addgene plasmid # 56557, # 
55428, # 56566, and # 56567 respectively). mCitrine-
Rab9a was a gift from Yihong Ye (Addgene plasmid # 
78596). pEX-CFP-hLC3WT was a gift from Isei Tanida 
(Addgene plasmid # 24985). Transfection was per-
formed with TransIT-293 (Mirus) for HEK 293 T cells, 
and with lipofectamine3000 (Invitrogen) for COS-7 
cells following the manufacturer’s instructions.

Cell viability assay
HEK 293  T cells were seeded 1 ×  104  cells/well in 
opaque-walled white 96-well plate. After 24 h of incu-
bation, 150 ng control plasmid (mCh-FLAG) or one of 
the SARS-CoV-2 gene expression plasmids was trans-
fected into the cells. Following 48 h expression at 37 °C, 
cell viability was determined using a CellTiter-Glo 2.0 
Assay (Promega). Briefly, a volume of CellTiter-Glo rea-
gent equal to the volume of cell culture medium pre-
sent in each well was added and mixed for 30  min at 
room temperature on an orbital shaker. Then, the lumi-
nescent signal was detected by the Spark Multimode 
Microplate Reader (Tecan) with 10 ms integration time, 
using the SparkControl application.

Fig. 6 Model for SARS‑CoV‑2 Orf6 pathogenic mechanism. Panel on the left shows SARS‑CoV‑2 Orf6 binds XPO1 at the host nuclear pore complex, 
which leads to the observed cellular toxicity. Viral control of host nuclear transport is a common virus tactic to evade the host immune response 
and could potentially pave the way for increased viral replication. The right panel illustrates Selinexor’s mode of action, by directly binding and 
inhibiting XPO1 activity it prevents SARS‑CoV‑2 Orf6 from hijacking the host nuclear pore complex and thus inhibits Orf6 cellular toxicity
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Treatment with Selinexor or Ivermectin
Selinexor (Selleck, # KPT-330) or Ivermectin (Sigma) 
was dissolved in dimethyl sulfoxide (DMSO; Sigma) and 
added to the cell culture medium at indicated concentra-
tions at 4 h post-transfection. Following 48 h expression 
at 37  °C, cell viability was determined using a CellTiter-
Glo 2.0 Assay (Promega; details above).

Confocal microscopy
To observe the localization of SARS-CoV-2 proteins, 
COS-7 cells were seeded at 1.5 ×  105 per well in a 35 mm 
dish (ibidi GmbH, Germany) coated with fibronectin. A 
total of 1 µg plasmid, 0.5 µg SARS-CoV-2 gene plasmid 
with 0.5 µg cellular marker expression plasmid, were co-
transfected into cells using Lipofectamine3000 follow-
ing the manufacturer’s instructions. Airyscan confocal 
microscopy (ZEISS) with a 100  nm resolution was per-
formed 20  h post-transfection. Cells were washed with 
1XPBS and then fixed with 4% paraformaldehyde. Fixed 
cells were washed and mounted using Fluoromount-G 
Mounting Medium, with DAPI nuclear labeling (Thermo 
Fisher Scientific). Cells were imaged on an LSM 900 con-
focal microscope equipped with an Airyscan detector 
array with ZEN operating software (blue edition v3.1; 
ZEISS).

Co‑immunoprecipitation assay
To pull down SARS-CoV-2 Orf6 interacting proteins, 
HEK 293  T cells grown in 10  cm culture dishes were 
transfected with Orf6-mCh-FLAG expression plas-
mid. Cells were propagated for 48  h prior to lysis in a 
buffer containing 0.5% NP40, 50  mM Tris–HCl, pH 
7.4, 150  mM sodium chloride, 2  mM magnesium chlo-
ride, and a protease inhibitor cocktail. The cleared cell 
extract was incubated with FLAG agarose beads (Sigma) 
and the bound materials were extensively washed with a 
buffer containing 0.05% NP40, 50 mM Tris–HCl, pH 7.4, 
150  mM sodium chloride, 2  mM magnesium chloride. 
The pulled-down proteins were eluted using 1  mg/ml 
FLAG peptide (Sigma) in 0.05% NP40, 50 mM Tris–HCl, 
pH 7.4, 150  mM sodium chloride, 2  mM magnesium 
chloride.

Mass spectrometry assay
The pull-down proteins of Orf6 were solubilized in 
5% sodium deoxycholate and were washed, reduced, 
alkylated and trypsinolyzed in filter [8, 45]. Tryptic pep-
tides were separated on a nanoACQUITY UPLC ana-
lytical column (BEH130 C18, 1.7 μm, 75 μm × 200 mm, 
Waters) over a 165  min linear acetonitrile gradient 
(3–40%) with 0.1% formic acid on a Waters nano-
ACQUITY UPLC system and analyzed on a coupled 

Thermo Scientific Orbitrap Fusion Lumos Tribrid 
mass spectrometer [44]. Full scans were acquired at a 
resolution of 240,000, and precursors were selected for 
fragmentation by collision-induced dissociation (nor-
malized collision energy at 35%) for a maximum 3  s 
cycle. Tandem mass spectra were searched against Uni-
Prot reference proteomes of Homo sapiens and SARS-
CoV-2 and the mCh sequence using Sequest algorithm 
[6] and MS Amanda algorithm [5] with a maximum 
precursor mass error tolerance of 10  ppm. Carbami-
domethylation of cysteine and deamidation of aspara-
gine and glutamine were treated as static and dynamic 
modifications, respectively. Resulting hits were vali-
dated at a maximum false discovery rate of 0.01 using 
a semi-supervised machine learning algorithm Percola-
tor [14]. Label-free quantification was performed using 
Minora, an aligned AMRT (Accurate Mass and Reten-
tion Time) cluster quantification algorithm (Thermo 
Scientific, 2017) using extracted ion chromatogram. 
Protein abundance was measured by a Hi3 method 
[37]. Quantitation between samples was normalized by 
mCh abundance.

Bioinformatic analysis of proteomic data
Keratin proteins were discarded from our mass spec-
trometry result, as they are a common contaminant. 
Further, we removed proteins that were detected in the 
control (mCh) from the Orf6 binding protein list. Then, 
we performed the Gene Ontology (GO) analysis for the 
remaining Orf6-interacting proteins, using the R pack-
age "clusterProfiler" version 3.14.3 for the analysis [48]. 
We tested GO term enrichment with a hypergeometric 
test, corrected with the Holm-Bonferroni method. We 
generated a list of nuclear transport-related proteins 
based on the gene association with GO term “nuclear 
transport (GO:0051169)”. We used STRING database 
version 11 [39] to identify known interactions among 
the proteins in the list. The graphic only displays high-
confidence interactions (confidence score > 0.7) with 
evidence based on the experiments or database. The 
results were clustered using Markov Cluster Algorithm 
[7], embedded in the STRING database.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13578‑ 021‑ 00568‑7.

 Additional file 1. Additional tables, figures and discussion.

Acknowledgements
We thank Drs. Fritz Roth, Dr. Nevan Krogan and Addgene for the SARS‑CoV‑2 
plasmids that containing most SARS‑CoV‑2 genes. We further thank Dr. Xuefen 
Liu (Georgetown University) for plasmids carrying the remaining SARS‑CoV‑2 

https://doi.org/10.1186/s13578-021-00568-7
https://doi.org/10.1186/s13578-021-00568-7


Page 11 of 12Lee et al. Cell Biosci           (2021) 11:58  

genes, and Drs. Michael Davidson, Yihong Ye, Isei Tanida and Addgene for the 
plasmids with vesicle markers.

Authors’ contributions
ZH and JL designed the study; JL and WH carried out the experiments; JL, HL, 
WH, JvdL MAK, and ZH analyzed and interpreted the data; JL and HL prepared 
the figures; JvdL and ZH drafted and revised the manuscript; the manuscript 
has been critically reviewed and the final version approved by all authors. All 
authors read and approved the final manuscript.

Funding
This work was supported, in part, by the University of Maryland Baltimore 
Institute for Clinical and Translational Research (UMB ICTR) COVID‑19 Acceler‑
ated Translational Incubator Pilot (ATIP) grant to Dr. Han, and the University of 
Maryland School of Pharmacy Mass Spectrometry Center (SOP1841‑IQB2014).

 Availability of data and materials
The datasets generated and analyzed during the current study are deposited 
to a public available server provided by the Department of Pharmaceutical 
Sciences, University of Maryland School of Pharmacy, at the UMB‑SOP‑Metal‑
loCloud repository with the following link: https:// bit. ly/ 31XL2 Sx. All data and 
materials generated in this study are available publicly upon request.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
The authors give our consent for publishing this work in Cell & Bioscience.

Competing interests
The authors declare no competing interest.

Author details
1 Center for Precision Disease Modeling, Department of Medicine, University 
of Maryland School of Medicine, Baltimore, MD, USA. 2 Division of Endocrinol‑
ogy, Diabetes and Nutrition, Department of Medicine, University of Maryland 
School of Medicine, Baltimore, MD, USA. 3 Department of Pharmaceutical 
Sciences, University of Maryland School of Pharmacy, Baltimore, MD, USA. 

Received: 28 December 2020   Accepted: 2 March 2021

References
 1. Ahmed‑Belkacem R, Sutto‑Ortiz P, Guiraud M, Canard B, Vasseur JJ, 

Decroly E, Debart F. Synthesis of adenine dinucleosides SAM analogs 
as specific inhibitors of SARS‑CoV nsp14 RNA cap guanine‑N7‑methyl‑
transferase. Eur J Med Chem. 2020;201:112557. https:// doi. org/ 10. 1016/j. 
ejmech. 2020. 112557.

 2. Buffalo CZ, Iwamoto Y, Hurley JH, Ren X. How HIV Nef pro‑
teins hijack membrane traffic to promote infection. J Virol. 
2019;93(24):e01322‑e11319. https:// doi. org/ 10. 1128/ JVI. 01322‑ 19.

 3. Caly L, Druce JD, Catton MG, Jans DA, Wagstaff KM. The FDA‑approved 
drug ivermectin inhibits the replication of SARS‑CoV‑2 in vitro. Antiviral 
Res. 2020;178:104787. https:// doi. org/ 10. 1016/j. antiv iral. 2020. 104787.

 4. Chan JF, Yuan S, Kok KH, To KK, Chu H, Yang J, Xing F, Liu J, Yip CC, Poon 
RW, Tsoi HW. A familial cluster of pneumonia associated with the 2019 
novel coronavirus indicating person‑to‑person transmission: a study of a 
family cluster. Lancet. 2020;395(10223):514–23. https:// doi. org/ 10. 1016/ 
s0140‑ 6736(20) 30154‑9.

 5. Dorfer V, Pichler P, Stranzl T, Stadlmann J, Taus T, Winkler S, Mechtler K. MS 
Amanda, a universal identification algorithm optimized for high accuracy 
tandem mass spectra. J Proteome Res. 2014;13(8):3679–84. https:// doi. 
org/ 10. 1021/ pr500 202e.

 6. Eng JK, Fischer B, Grossmann J, MacCoss MJ. A fast SEQUEST cross correla‑
tion algorithm. J Proteome Res. 2008;7(10):4598–602. https:// doi. org/ 10. 
1021/ pr800 420s.

 7. Enright AJ, van Dongen S, Ouzounis CA. An efficient algorithm for large‑
scale detection of protein families. Nucleic Acids Res. 2002;30(7):1575–84. 
https:// doi. org/ 10. 1093/ nar/ 30.7. 1575.

 8. Erde J, Loo RR, Loo JA. Enhanced FASP (eFASP) to increase proteome 
coverage and sample recovery for quantitative proteomic experiments. 
J Proteome Res. 2014;13(4):1885–95. https:// doi. org/ 10. 1021/ pr401 
0019.

 9. Fraser C, Lythgoe K, Leventhal GE, Shirreff G, Hollingsworth TD, Alizon 
S, Bonhoeffer S. Virulence and pathogenesis of HIV‑1 infection: an 
evolutionary perspective. Science. 2014;343(6177):1243727. https:// doi. 
org/ 10. 1126/ scien ce. 12437 27.

 10. Frieman M, Yount B, Heise M, Kopecky‑Bromberg SA, Palese P, Baric 
RS. Severe acute respiratory syndrome coronavirus ORF6 antagonizes 
STAT1 function by sequestering nuclear import factors on the rough 
endoplasmic reticulum/Golgi membrane. J Virol. 2007;81(18):9812–24. 
https:// doi. org/ 10. 1128/ JVI. 01012‑ 07.

 11. Gonzalez ME. The HIV‑1 Vpr protein: a multifaceted target for therapeu‑
tic intervention. Int J Mol Sci. 2017. https:// doi. org/ 10. 3390/ ijms1 80101 
26.

 12. Gordon DE, Jang GM, Bouhaddou M, Xu J, Obernier K, White KM, O’Meara 
MJ, Rezelj VV, Guo JZ, Swaney DL, Tummino TA. A SARS‑CoV‑2 protein 
interaction map reveals targets for drug repurposing. Nature. 2020. 
https:// doi. org/ 10. 1038/ s41586‑ 020‑ 2286‑9.

 13. Huang C, Wang Y, Li X, Ren L, Zhao J, Hu Y, Zhang L, Fan G, Xu J, Gu X, 
Cheng Z. Clinical features of patients infected with 2019 novel coronavi‑
rus in Wuhan China. Lancet. 2020;395(10223):497–506. https:// doi. org/ 10. 
1016/ s0140‑ 6736(20) 30183‑5.

 14. Kall L, Canterbury JD, Weston J, Noble WS, MacCoss MJ. Semi‑supervised 
learning for peptide identification from shotgun proteomics datasets. Nat 
Methods. 2007;4(11):923–5. https:// doi. org/ 10. 1038/ nmeth 1113.

 15. Kashyap T, Argueta C, Aboukameel A, Unger TJ, Klebanov B, Moham‑
mad RM, Muqbil I, Azmi AS, Drolen C, Senapedis W, Lee M, Kauffman 
M, Shacham S, Landesman Y. Selinexor, a Selective Inhibitor of Nuclear 
Export (SINE) compound, acts through NF‑kB deactivation and combines 
with proteasome inhibitors to synergistically induce tumor cell death. 
Oncotarget. 2016;7(48):78883–95. https:// doi. org/ 10. 18632/ oncot arget. 
12428.

 16. Khan S, Fielding BC, Tan TH, Chou CF, Shen S, Lim SG, Hong W, Tan YJ. 
Over‑expression of severe acute respiratory syndrome coronavirus 3b 
protein induces both apoptosis and necrosis in Vero E6 cells. Virus Res. 
2006;122(1–2):20–7. https:// doi. org/ 10. 1016/j. virus res. 2006. 06. 005.

 17. Kim Y, Jedrzejczak R, Maltseva NI, Wilamowski M, Endres M, Godzik A, 
Michalska K, Joachimiak A. Crystal structure of Nsp15 endoribonuclease 
NendoU from SARS‑CoV‑2. Protein Sci. 2020;29(7):1596–605. https:// doi. 
org/ 10. 1002/ pro. 3873.

 18. Klemm T, Ebert G, Calleja DJ, Allison CC, Richardson LW, Bernardini JP, Lu 
BG, Kuchel NW, Grohmann C, Shibata Y, Gan ZY. Mechanism and inhibi‑
tion of the papain‑like protease, PLpro, of SARS‑CoV‑2. EMBO J. 2020. 
https:// doi. org/ 10. 15252/ embj. 20201 06275.

 19. Kohler A, Hurt E. Exporting RNA from the nucleus to the cytoplasm. Nat 
Rev Mol Cell Biol. 2007;8(10):761–73. https:// doi. org/ 10. 1038/ nrm22 55.

 20. Konkolova E, Klima M, Nencka R, Boura E. Structural analysis of the 
putative SARS‑CoV‑2 primase complex. J Struct Biol. 2020;211(2):107548. 
https:// doi. org/ 10. 1016/j. jsb. 2020. 107548.

 21. Kopecky‑Bromberg SA, Martinez‑Sobrido L, Frieman M, Baric RA, Palese P. 
Severe acute respiratory syndrome coronavirus open reading frame (ORF) 
3b, ORF 6, and nucleocapsid proteins function as interferon antagonists. J 
Virol. 2007;81(2):548–57. https:// doi. org/ 10. 1128/ JVI. 01782‑ 06.

 22. Kopecky‑Bromberg SA, Martinez‑Sobrido L, Palese P. 7a protein of 
severe acute respiratory syndrome coronavirus inhibits cellular protein 
synthesis and activates p38 mitogen‑activated protein kinase. J Virol. 
2006;80(2):785–93. https:// doi. org/ 10. 1128/ JVI. 80.2. 785‑ 793. 2006.

 23. Law PT, Wong CH, Au TC, Chuck CP, Kong SK, Chan PK, To KF, Lo AW, 
Chan JY, Suen YK, Chan HE. The 3a protein of severe acute respiratory 
syndrome‑associated coronavirus induces apoptosis in Vero E6 cells. J 
Gen Virol. 2005;86(Pt 7):1921–30. https:// doi. org/ 10. 1099/ vir.0. 80813‑0.

 24. Li J, Guo M, Tian X, Wang X, Yang X, Wu P, Liu C, Xiao Z, Qu Y, Yin Y, Wang C. 
Virus‑host interactome and proteomic survey reveal potential virulence 
factors influencing SARS‑CoV‑2 pathogenesis. Med (N Y). 2020. https:// 
doi. org/ 10. 1016/j. medj. 2020. 07. 002.

https://bit.ly/31XL2Sx
https://doi.org/10.1016/j.ejmech.2020.112557
https://doi.org/10.1016/j.ejmech.2020.112557
https://doi.org/10.1128/JVI.01322-19
https://doi.org/10.1016/j.antiviral.2020.104787
https://doi.org/10.1016/s0140-6736(20)30154-9
https://doi.org/10.1016/s0140-6736(20)30154-9
https://doi.org/10.1021/pr500202e
https://doi.org/10.1021/pr500202e
https://doi.org/10.1021/pr800420s
https://doi.org/10.1021/pr800420s
https://doi.org/10.1093/nar/30.7.1575
https://doi.org/10.1021/pr4010019
https://doi.org/10.1021/pr4010019
https://doi.org/10.1126/science.1243727
https://doi.org/10.1126/science.1243727
https://doi.org/10.1128/JVI.01012-07
https://doi.org/10.3390/ijms18010126
https://doi.org/10.3390/ijms18010126
https://doi.org/10.1038/s41586-020-2286-9
https://doi.org/10.1016/s0140-6736(20)30183-5
https://doi.org/10.1016/s0140-6736(20)30183-5
https://doi.org/10.1038/nmeth1113
https://doi.org/10.18632/oncotarget.12428
https://doi.org/10.18632/oncotarget.12428
https://doi.org/10.1016/j.virusres.2006.06.005
https://doi.org/10.1002/pro.3873
https://doi.org/10.1002/pro.3873
https://doi.org/10.15252/embj.2020106275
https://doi.org/10.1038/nrm2255
https://doi.org/10.1016/j.jsb.2020.107548
https://doi.org/10.1128/JVI.01782-06
https://doi.org/10.1128/JVI.80.2.785-793.2006
https://doi.org/10.1099/vir.0.80813-0
https://doi.org/10.1016/j.medj.2020.07.002
https://doi.org/10.1016/j.medj.2020.07.002


Page 12 of 12Lee et al. Cell Biosci           (2021) 11:58 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 25. Li JY, Liao CH, Wang Q, Tan YJ, Luo R, Qiu Y, Ge XY. The ORF6, ORF8 and 
nucleocapsid proteins of SARS‑CoV‑2 inhibit type I interferon signaling 
pathway. Virus Res. 2020;286:198074. https:// doi. org/ 10. 1016/j. virus res. 
2020. 198074.

 26. Liu DX, Fung TS, Chong KK, Shukla A, Hilgenfeld R. Accessory proteins 
of SARS‑CoV and other coronaviruses. Antiviral Res. 2014;109:97–109. 
https:// doi. org/ 10. 1016/j. antiv iral. 2014. 06. 013.

 27. Menachery VD, Mitchell HD, Cockrell AS, Gralinski LE, Yount BL, Graham 
RL, McAnarney ET, Douglas MG, Scobey T, Beall A, Dinnon K. MERS‑CoV 
accessory ORFs play key role for infection and pathogenesis. mBio. 2017. 
https:// doi. org/ 10. 1128/ mBio. 00665‑ 17.

 28. Miorin L, Kehrer T, Sanchez‑Aparicio MT, Zhang K, Cohen P, Patel RS, Cupic 
A, Makio T, Mei M, Moreno E, Danziger O. SARS‑CoV‑2 Orf6 hijacks Nup98 
to block STAT nuclear import and antagonize interferon signaling. Proc 
Natl Acad Sci U S A. 2020;117(45):28344–54. https:// doi. org/ 10. 1073/ pnas. 
20166 50117.

 29. Morris KL, Buffalo CZ, Sturzel CM, Heusinger E, Kirchhoff F, Ren X, Hurley 
JH. HIV‑1 Nefs are cargo‑sensitive AP‑1 trimerization switches in tetherin 
downregulation. Cell. 2018;174(3):659‑671.e614. https:// doi. org/ 10. 1016/j. 
cell. 2018. 07. 004.

 30. Pewe L, Zhou H, Netland J, Tangudu C, Olivares H, Shi L, Look D, Gal‑
lagher T, Perlman S. A severe acute respiratory syndrome‑associated 
coronavirus‑specific protein enhances virulence of an attenuated murine 
coronavirus. J Virol. 2005;79(17):11335–42. https:// doi. org/ 10. 1128/ JVI. 79. 
17. 11335‑ 11342. 2005.

 31. Ren X, Park SY, Bonifacino JS, Hurley JH. How HIV‑1 Nef hijacks the AP‑2 
clathrin adaptor to downregulate CD4. Elife. 2014;3:e01754. https:// doi. 
org/ 10. 7554/ eLife. 01754.

 32. Ren Y, Shu T, Wu D, Mu J, Wang C, Huang M, Han Y, Zhang XY, Zhou W, Qiu 
Y, Zhou X. The ORF3a protein of SARS‑CoV‑2 induces apoptosis in cells. 
Cell Mol Immunol. 2020. https:// doi. org/ 10. 1038/ s41423‑ 020‑ 0485‑9.

 33. Rice AP. The HIV‑1 tat protein: mechanism of action and target for HIV‑1 
cure strategies. Curr Pharm Des. 2017;23(28):4098–102. https:// doi. org/ 10. 
2174/ 13816 12823 66617 07041 30635.

 34. Schaecher SR, Touchette E, Schriewer J, Buller RM, Pekosz A. Severe acute 
respiratory syndrome coronavirus gene 7 products contribute to virus‑
induced apoptosis. J Virol. 2007;81(20):11054–68. https:// doi. org/ 10. 1128/ 
JVI. 01266‑ 07.

 35. Shen QT, Ren X, Zhang R, Lee IH, Hurley JH. HIV‑1 Nef hijacks clathrin 
coats by stabilizing AP‑1:Arf1 polygons. Science. 2015;350(6259):aac5137. 
https:// doi. org/ 10. 1126/ scien ce. aac51 37.

 36. Shu T, Huang M, Wu D, Ren Y, Zhang X, Han Y, Mu J, Wang R, Qiu Y, 
Zhang DY, Zhou X. SARS‑coronavirus‑2 Nsp13 possesses NTPase and 
RNA helicase activities that can be inhibited by bismuth salts. Virol Sin. 
2020;35(3):321–9. https:// doi. org/ 10. 1007/ s12250‑ 020‑ 00242‑1.

 37. Silva JC, Gorenstein MV, Li GZ, Vissers JP, Geromanos SJ. Absolute quan‑
tification of proteins by LCMSE: a virtue of parallel MS acquisition. Mol 
Cell Proteomics. 2006;5(1):144–56. https:// doi. org/ 10. 1074/ mcp. M5002 
30‑ MCP200.

 38. Syed YY. Selinexor: first global approval. Drugs. 2019;79(13):1485–94. 
https:// doi. org/ 10. 1007/ s40265‑ 019‑ 01188‑9.

 39. Szklarczyk D, Gable AL, Lyon D, Junge A, Wyder S, Huerta‑Cepas J, 
Simonovic M, Doncheva NT, Morris JH, Bork P, Jensen LJ. STRING v11: 
protein‑protein association networks with increased coverage, support‑
ing functional discovery in genome‑wide experimental datasets. Nucleic 
Acids Res. 2019;47(D1):D607–13. https:// doi. org/ 10. 1093/ nar/ gky11 311.

 40. UniProt C. UniProt: a worldwide hub of protein knowledge. Nucleic Acids 
Res. 2019;47(D1):D506–15. https:// doi. org/ 10. 1093/ nar/ gky10 49.

 41. Viswanathan T, Arya S, Chan SH, Qi S, Dai N, Misra A, Park JG, Oladunni F, 
Kovalskyy D, Hromas RA, Martinez‑Sobrido L. Structural basis of RNA cap 
modification by SARS‑CoV‑2. Nat Commun. 2020;11(1):3718. https:// doi. 
org/ 10. 1038/ s41467‑ 020‑ 17496‑8.

 42. Wagstaff KM, Sivakumaran H, Heaton SM, Harrich D, Jans DA. Ivermec‑
tin is a specific inhibitor of importin alpha/beta‑mediated nuclear 
import able to inhibit replication of HIV‑1 and dengue virus. Biochem J. 
2012;443(3):851–6. https:// doi. org/ 10. 1042/ BJ201 20150.

 43. Wei P, Garber MeE, Fang SM, Fischer WH, Jones KA. A novel CDK9‑
associated C‑type cyclin interacts directly with HIV‑1 Tat and mediates 
its high‑affinity, loop‑specific binding to TAR RNA. Cell. 1998;92:451–62. 
https:// doi. org/ 10. 1016/ s0092‑ 8674(00) 80939‑3.

 44. Williamson JC, Edwards AVG, Verano‑Braga T, Schwammle V, Kjeldsen F, 
Jensen ON, Larsen MR. High‑performance hybrid Orbitrap mass spec‑
trometers for quantitative proteome analysis: Observations and implica‑
tions. Proteomics. 2016;16(6):907–14. https:// doi. org/ 10. 1002/ pmic. 20140 
0545.

 45. Wisniewski JR, Zougman A, Nagaraj N, Mann M. Universal sample prepa‑
ration method for proteome analysis. Nat Methods. 2009;6(5):359–62. 
https:// doi. org/ 10. 1038/ nmeth. 1322.

 46. Yang X, Gold MO, Tang DN, Lewis DE, AguilarCordova E, Rice AP, 
Herrmann CH. TAK, an HIV Tat‑associated kinase, is a member of the 
cyclin‑dependent family of protein kinases and is induced by activation 
of peripheral blood lymphocytes and differentiation of promoncytic cell 
lines. Proc Natl Acad Sci U S A. 1997;94:12331–6. https:// doi. org/ 10. 1073/ 
pnas. 94. 23. 12331.

 47. Yoshimoto FK. The proteins of severe acute respiratory syndrome 
coronavirus‑2 (SARS CoV‑2 or n‑COV19), the cause of COVID‑19. Protein J. 
2020;39(3):198–216. https:// doi. org/ 10. 1007/ s10930‑ 020‑ 09901‑4.

 48. Yu G, Wang LG, Han Y, He QY. clusterProfiler: an R package for compar‑
ing biological themes among gene clusters. OMICS. 2012;16(5):284–7. 
https:// doi. org/ 10. 1089/ omi. 2011. 0118.

 49. Yuan X, Shan Y, Zhao Z, Chen J, Cong Y. G0/G1 arrest and apoptosis 
induced by SARS‑CoV 3b protein in transfected cells. Virol J. 2005;2:66. 
https:// doi. org/ 10. 1186/ 1743‑ 422X‑2‑ 66.

 50. Yuen CK, Lam JY, Wong WM, Mak LF, Wang X, Chu H, Cai JP, Jin DY, To KK, 
Chan JF, Yuen KY. SARS‑CoV‑2 nsp13, nsp14, nsp15 and orf6 function as 
potent interferon antagonists. Emerg Microbes Infect. 2020;9(1):1418–28. 
https:// doi. org/ 10. 1080/ 22221 751. 2020. 17809 53.

 51. Zhao J, Falcon A, Zhou H, Netland J, Enjuanes L, Perez Brena P, Perlman S. 
Severe acute respiratory syndrome coronavirus protein 6 is required for 
optimal replication. J Virol. 2009;83(5):2368–73. https:// doi. org/ 10. 1128/ 
JVI. 02371‑ 08.

 52. Zhu J, Lee J, van de Leemput J, Lee H, Han Z (2021) Functional analysis of 
SARS‑CoV‑2 proteins in Drosophila identifies Orf6‑induced pathogenic 
effects with Selinexor as an effective treatment. Cell Biosci (in press).

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.

https://doi.org/10.1016/j.virusres.2020.198074
https://doi.org/10.1016/j.virusres.2020.198074
https://doi.org/10.1016/j.antiviral.2014.06.013
https://doi.org/10.1128/mBio.00665-17
https://doi.org/10.1073/pnas.2016650117
https://doi.org/10.1073/pnas.2016650117
https://doi.org/10.1016/j.cell.2018.07.004
https://doi.org/10.1016/j.cell.2018.07.004
https://doi.org/10.1128/JVI.79.17.11335-11342.2005
https://doi.org/10.1128/JVI.79.17.11335-11342.2005
https://doi.org/10.7554/eLife.01754
https://doi.org/10.7554/eLife.01754
https://doi.org/10.1038/s41423-020-0485-9
https://doi.org/10.2174/1381612823666170704130635
https://doi.org/10.2174/1381612823666170704130635
https://doi.org/10.1128/JVI.01266-07
https://doi.org/10.1128/JVI.01266-07
https://doi.org/10.1126/science.aac5137
https://doi.org/10.1007/s12250-020-00242-1
https://doi.org/10.1074/mcp.M500230-MCP200
https://doi.org/10.1074/mcp.M500230-MCP200
https://doi.org/10.1007/s40265-019-01188-9
https://doi.org/10.1093/nar/gky11311
https://doi.org/10.1093/nar/gky1049
https://doi.org/10.1038/s41467-020-17496-8
https://doi.org/10.1038/s41467-020-17496-8
https://doi.org/10.1042/BJ20120150
https://doi.org/10.1016/s0092-8674(00)80939-3
https://doi.org/10.1002/pmic.201400545
https://doi.org/10.1002/pmic.201400545
https://doi.org/10.1038/nmeth.1322
https://doi.org/10.1073/pnas.94.23.12331
https://doi.org/10.1073/pnas.94.23.12331
https://doi.org/10.1007/s10930-020-09901-4
https://doi.org/10.1089/omi.2011.0118
https://doi.org/10.1186/1743-422X-2-66
https://doi.org/10.1080/22221751.2020.1780953
https://doi.org/10.1128/JVI.02371-08
https://doi.org/10.1128/JVI.02371-08

	Characterization of SARS-CoV-2 proteins reveals Orf6 pathogenicity, subcellular localization, host interactions and attenuation by Selinexor
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusions: 

	Introduction
	Results
	Cellular toxicity of the individual SARS-CoV-2 genes
	Intracellular localization of the individual SARS-CoV-2 proteins
	SARS-CoV-2 Orf6 localizes to the endoplasmic reticulum, autophagosome and lysosomal membranes
	SARS-CoV-2 Orf6 virus-host protein interactions
	SARS-CoV-2 Orf6 cellular toxicity is attenuated by Selinexor treatment

	Discussion
	Methods
	Cell lines, plasmids and transfection
	Cell viability assay
	Treatment with Selinexor or Ivermectin
	Confocal microscopy
	Co-immunoprecipitation assay
	Mass spectrometry assay
	Bioinformatic analysis of proteomic data

	Acknowledgements
	References




