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Abstract
Background: Viroporins are virally encoded ion channels involved in virus assembly and release. Human immunodeficiency virus type 1 (HIV-1) and influenza A virus encode for viroporins. The human coronavirus SARS-CoV-2 encodes
for at least two viroporins, a small 75 amino acid transmembrane protein known as the envelope (E) protein and a
larger 275 amino acid protein known as Orf3a. Here, we compared the replication of HIV-1 in the presence of four different β-coronavirus E proteins.
Results: We observed that the SARS-CoV-2 and SARS-CoV E proteins reduced the release of infectious HIV-1 yields
by approximately 100-fold while MERS-CoV or HCoV-OC43 E proteins restricted HIV-1 infectivity to a lesser extent.
Mechanistically, neither reverse transcription nor mRNA synthesis was involved in the restriction. We also show that all
four E proteins caused phosphorylation of eIF2-α at similar levels and that lipidation of LC3-I could not account for the
differences in restriction. However, the level of caspase 3 activity in transfected cells correlated with HIV-1 restriction
in cells. Finally, we show that unlike the Vpu protein of HIV-1, the four E proteins did not significantly down-regulate
bone marrow stromal cell antigen 2 (BST-2).
Conclusions: The results of this study indicate that while viroporins from homologous viruses can enhance virus
release, we show that a viroporin from a heterologous virus can suppress HIV-1 protein synthesis and release of infectious virus.
Background
The recent introduction of the highly transmissible coronavirus SARS-CoV-2 into the human population has
resulted in the COVID-19 respiratory disease and pandemic [1–4]. This has highlighted the urgent need to
better understand the function of viral proteins in replication and virus pathogenesis. The human pathogenic
β-coronaviruses (SARS-CoV-2, SARS-CoV, MERS-CoV,
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HCoV-OC43) contain four structural proteins (S, M,
E, and N) [5, 6]. The spike (S) protein, the largest protein within virions, binds to the angiotensin-converting
enzyme 2 (ACE-2) receptor and is the major target for
neutralizing antibodies. The membrane (M) protein, the
most abundant protein of the virion, is thought to form
a scaffold in the ER-Golgi intermediate compartment
(ERGIC), the site of virus maturation [7, 8]. The nucleocapsid (N) of SARS-CoV binds to the viral RNA and
together with E and M can form viral particles [9].
The E protein of the β-coronaviruses is the smallest and least abundant virion protein. This transmembrane protein (75–84 amino acids in length) is
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predicted to have a short N-terminal domain, a hydrophobic transmembrane domain, and a longer cytoplasmic domain. Recent studies indicate that the E protein
spans the membrane a single time with the N-terminal domain facing the lumen of the ER/ERGIC/Golgi
[10–12]. While the expression of the SARS-CoV E
protein is dispensable for coronavirus replication, its
deletion results in reduced virus growth, likely due to
inefficient assembly [13–15]. The E proteins of SARSCoV-2 and SARS-CoV have approximately 95% amino
acid identity, differing at only four amino acid positions, while E proteins of MERS-CoV and HCoV-OC43
are more distantly related to SARS-CoV-2 E protein
with approximately 37% and 25% amino acid identity,
respectively. Interestingly, the E proteins of SARSCoV-2 and several bat coronavirus isolates (RATG13,
ZC45, and ZXC21) are identical.
The E proteins of coronaviruses have similarities
to the Vpu protein of HIV-1 concerning its size, orientation in the membrane, ion channel activity, and
functions to enhance virus release [16–23]. These similarities prompted us to examine the biological properties of the SARS-CoV-2 E protein in the context of
HIV-1 to determine if the E protein could substitute
for the Vpu protein of HIV-1. Thus, the purpose of the
study was to better understand the properties of this
viroporin. Our results indicate that the SARS-CoV-2
and SARS-CoV E proteins potently restricted both
HIV-1 and HIV-1Δvpu infections. This restriction was
not due to inhibition of viral integration, synthesis of
viral RNA, phosphorylation of eIF2-α from ER stress,
or activation of autophagy but correlated with caspase
3 activity. These results show for the first time the E
viroporin from SARS-CoV-2 that enhances virus infection can restrict a heterologous virus (i.e., HIV-1).
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Results
The E protein of SARS‑CoV‑2 is expressed within the RER,
ERGIC, and Golgi complex and potently restricts
the release of infectious HIV‑1

We first examined the intracellular expression of the
SARS-CoV-2 E protein. Previous studies have shown that
the E protein predominantly localizes to the ERGIC and
Golgi complex in SARS-CoV infected cells although this
protein is synthesized on the rough endoplasmic reticulum (RER) [12]. COS-7 cells were transfected with the
vector expressing the SARS-CoV-2 E protein tagged at
the C-terminus with an HA-tag and immunostained for
the presence of the E protein (anti-HA) and with antibodies directed against ERGIC53 (ER-Golgi intermediate
compartment; Fig. 1b), Golgin97 (trans Golgi; Fig. 1d),
or LAMP-1 (late endosomes/lysosomes; Fig. 1f ). To analyze the co-localization of the E protein with the endoplasmic reticulum, cis-medial Golgi, and trans Golgi
network (TGN), cells were co-transfected with the plasmid expressing the E-HA protein and vectors expressing ER-MoxGFP (RER: Fig. 1a), giantin-GFP (cis/medial
Golgi: Fig. 1c), or TGN38-GFP (TGN: Fig. 1e). In these
co-transfections, cells were fixed, permeabilized, and
immunostained for E protein using an anti-HA antibody
as described in the Materials and Methods section. The
results show that the E protein co-localized with markers for the ER, ERGIC, cis-medial Golgi, trans Golgi,
and TGN (Fig. 1). However, the E protein was neither
observed on the cell plasma membrane nor in the lysosomes (as indicated by staining with LAMP-1) (Fig. 1f )
[11, 24–28]. We also compared the intracellular localization of SARS-CoV-2 E with the E proteins of SARS-CoV,
MERS-CoV, and HcoV-OC43 (Additional files 1, 2 and 3).
Our results indicate that the intracellular localization of

(See figure on next page.)
Fig. 1 The expression of the SARS-CoV-2 E protein is restricted to intracellular compartments of the cell. COS-7 cells were transfected with the
vector expressing the SARS-CoV-2 E-HA protein. At 24 h, cells were processed for immunostaining. The cells on coverslips were reacted with a
mouse monoclonal antibody against HA-tag and with rabbit antibodies against ERGIC53, Golgin-97, or LAMP-1. The cells were washed and reacted
with a secondary goat anti-rabbit antibody conjugated to AlexaFluor488 and with a chicken anti-mouse antibody conjugated to AlexaFluor594
for 1 h. Cells on coverslips were counterstained with DAPI and mounted on glass slides with a glycerol-containing mounting medium. To examine
the intracellular localization of the E protein with the RER, cis-medial Golgi, or trans Golgi network (TGN), COS-7 cells were co-transfected with
the plasmid expressing the E-HA protein, and vectors expressing ERMoxGFP, mNeonGreen-Giantin, or TGN38-GFP. Cells were prepared as above
and immunostained with an anti-HA antibody and mounted as above. Coverslips were viewed with a Leica TCS SP8 Confocal Microscope with
a 100X objective and a 2X digital zoom using the Leica Application Suite X (LASX) as previously described. A 405 nm filter was used to visualize
the DAPI, a 594 nm filter to visualize HA staining, and a 488 nm filter to visualize the cellular markers. A. Cells co-transfected with vectors
expressing SARS-CoV-2 E-HA and ERMoxGFP and immunostained with an anti-HA antibody. Scale bar = 20 µm. B. Cells transfected with a vector
expressing SARS-CoV-2 E-HA and immunostained with anti-HA and anti-ERGIC53. C. Cells co-transfected with vectors expressing SARS-CoV-2
E-HA and mNeonGreen-Giantin and immunostained with an anti-HA antibody. D. Cells transfected with a vector expressing SARS-CoV-2 E-HA
and immunostained with anti-HA and anti-Golgin97. E Cells co-transfected with vectors expressing SARS-CoV-2 E-HA and TGN38-GFP and
immunostained with an anti-HA antibody. F Cells transfected with the vector expressing SARS-CoV-2 E-HA and immunostained with an anti-HA and
anti-LAMP1
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Fig. 1 (See legend on previous page.)
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these three E proteins was similar to the SARS-CoV-2 E
protein. We next determined if the SARS-CoV-2 E protein would enhance or decrease the level of infectious
HIV-1 or ∆vpuHIV-1 produced. HEK293 cells were
co-transfected with the empty pcDNA3.1( +) vector,
or pcDNA3.1( +) expressing either the SARS-CoV-2 E
protein, HSV-1 gD (positive control for restriction), or
gD[ΔTMCT] (a truncated form of gD that is secreted
from cells and does not restrict HIV-1) and pNL4-3 [29,
30]. Our results indicated that the level of infectious
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HIV-1 released was significantly decreased in the presence of the SARS-CoV-2 E protein (Fig. 2a). Immunoblots for the gD and SARS-CoV-2 E proteins (anti-HA
for the E protein; anti-gD for HSV-1 gD) from the cell
lysates revealed that these proteins were expressed well
during the co-transfections (Fig. 2b). We also examined
whether the E protein would restrict ∆vpuHIV-1. The
protein BST-2 is known to reduce the amount of HIV-1
in the absence of the Vpu protein. However, BST-2 is
not expressed in HEK293 cells. To determine if the
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Fig. 2 Release of infectious HIV-1Δvpu and HIV-1 in the presence of SARS-CoV- 2 E protein. HEK293 cells were co-transfected with either the
empty pcDNA3.1( +) vector or vectors expressing the HSV-1 gD[ΔTMCT], HSV-1 gD, or SARS-CoV-2 E protein and pNL4-3. At 48 h, the culture
supernatants were collected and subjected to low-speed centrifugation to remove cellular debris, and levels of infectious virus released into the
culture supernatants were determined using TZM-bl cell assays. A The level of HIV-1 infectivity in the culture medium from cells co-transfected
with either the empty pcDNA3.1( +) vector or vectors expressing gD[ΔTMCT], gD, or SARS-CoV-2 E protein and pNL4-3. B Expression of the gD
proteins or E protein from restriction assays in (A). Expression of the E protein or gD proteins from restriction assays in (B) was normalized with
β-actin using an anti-β-actin antibody and immunoblots. C HEK293 cells were co-transfected with either the empty pcDNA3.1( +) vector or vectors
expressing 1) Vpu/BST-2/∆vpuHIV-1; 2) pcDNA3.1( +)/BST-2/∆vpuHIV-1; 3) SARS-CoV- 2 E/BST-2//∆vpuHIV-1; 4) SARS-CoV-2 E/∆vpuHIV-1; 5) gD/
pcDNA3.1( +)/∆vpuHIV-1; or 6) gD[TMCT]/pcDNA3.1( +)/∆vpuHIV-1. At 48 h, culture supernatants were collected as described above and assayed
for infectious HIV-1. The numbers above the figure correspond to the lanes in Panel D. D The cells collected from the experiments were lysed.
Lysates were normalized for β-actin and analyzed for Vpu or E proteins using an anti-HA antibody (upper panel); BST-2 using an anti-BST-2 antibody
(middle panel); gD proteins using an anti-gD monoclonal antibody (lower panel). The blot for β-actin is shown at the bottom. All restriction assays in
Panels A and C were performed at least four times and statistical differences from the pcDNA3.1( +)/HIV-1 control was evaluated using a two-tailed
Students t-test, with p < 0.01 () considered significant
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SARS-CoV-2 E protein could substitute for the Vpu, we
examined the ability of ∆vpuHIV-1 to replicate in the
presence of BST-2 and SARS-CoV-2 E protein. HEK293
cells were co-transfected with various combinations of
plasmids expressing: (a) Vpu/BST-2/ΔvpuHIV-1; (b)
empty pcDNA3.1( +)/BST-2/ΔvpuHIV-1; (c) SARS-CoV2-E/BST-2/ΔvpuHIV-1; (d) pcDNA3.1( +)/SARS-CoV-2
E/ΔvpuHIV-1; (e) pcDNA3.1( +)/gD/ΔvpuHIV-1; or
(f ) pcDNA3.1( +)/gD[ΔTMCT]/ΔvpuHIV-1. (Fig. 2c).
Our results indicated that co-transfection with vectors expressing SARS-CoV-2 E protein, BST-2, and the
∆vpuHIV-1 genome also resulted in decreased production of infectious virus, although not as great as the gD
protein of HSV-1 (Fig. 2c). Immunoblots for gD, the
SARS-CoV-2 E protein, Vpu and BST-2 (anti-HA for
the E protein and Vpu; anti-gD for HSV-1 gD; anti-BST
-2) from the cell lysates also revealed that these proteins
were expressed well during the co-transfections (Fig. 2b).
Taken together, these results indicate that the SARSCoV-2 E protein inhibited the production of both viruses
and that the E protein could not substitute for the Vpu
protein.
The SARS‑CoV‑2 E protein did not inhibit HSV‑1 infection

We next determined if E protein could decrease the production of infectious HSV-1 virus. HEK293 cells were
transfected with the plasmid expressing SARS-CoV-2
E protein for 24 h followed by infection of cultures with
HSV-1 (0.01 pfu/cell). Samples were collected at 3, 24,
and 48 h post-infection. The results indicate that SARSCoV-2 E protein did not interfere with infectious HSV-1
progeny virus production at 3, 24, or 48 h post-infection
(Fig. 3). This is not surprising as HSV-1 expresses proteins known as γ134.5 which is known to inhibit the
phosphorylation of eIF2-α, and Us3, known to inhibit
apoptosis and autophagy [31–34].
Restriction of HIV‑1 by SARS‑CoV, MERS‑CoV,
and HCoV‑OC43 E proteins

As the E protein of SARS-CoV-2 appeared to decrease the
levels of HIV-1 virus released, we analyzed pcDNA3.1( +)
vectors that expressed the E proteins from three other
β-coronaviruses that cause mild to severe pathogenicity
in humans (HCoV-OC43, SARS-CoV, MERS-CoV). Like
the SARS-CoV-2 E protein, examination of the intracellular expression revealed that these E proteins were primarily localized in the ER and Golgi regions of the cell with
no expression at the cell surface (Additional files 1, 2 and
3). We determined if these E proteins could also restrict
HIV-1 particle infectivity by transfection of HEK293 cells
with vectors expressing the SARS-CoV-2 E-HA, SARSCoV E-HA, MERS-CoV E-HA, HCoV-OC43 E-HA,
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Fig. 3 The E protein of SARS-CoV-2 does not restrict the replication
of HSV-1. HEK293 cells were left untransfected or transfected with
the empty vector (pUC-19) or a vector expressing the SARS-CoV-2 E
protein. At 24 h post-transfection, cells were inoculated with HSV-1
(0.01 pfu/cell). Cells were harvested at 24 and 48 h post-infection.
The number of plaque-forming units was determined using standard
plaque assays

HSV-1 gD, or gD[ΔTMCT] and pNL4-3. At 48 h, the
culture medium was collected, clarified, and the levels of
infectious HIV-1 released were determined using TZM.
bl cell assays. The presence of gD restricted the release
of infectious HIV-1 (0.04%) while the presence of gD
[TMCT] did not affect levels of infectious virus released
(~ 101%) (Fig. 4a). Our results indicate that the E proteins
from SARS-CoV-2 and SARS-CoV potently restricted the
release of infectious HIV-1 at 1.3% and 1.4%, respectively.
This is not surprising as these two proteins have ~ 95%
amino acid identity. However, MERS-CoV and HCoVOC43 E proteins were less restrictive at approximately
37% and 16%, respectively, of the pcDNA3.1( +) control (Fig. 4). Comparison of the amino acid sequences
revealed that SARS-CoV-2 and MERS-CoV E proteins
had ~ 37% amino acid identity while SARS-CoV-2 and
HCoV-OC43 E proteins had ~ 26% amino acid identity.
Immunoprecipitation of gD and E proteins from cell
lysates from the restriction assays confirmed that the gD
and E proteins were expressed (Fig. 4b). These results
provide additional data on the specificity of the restriction of HIV-1.
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Fig. 4 Restriction of infectious HIV-1 production by the SARS-CoV, MERS-CoV, and HCoV-OC43 E proteins. A The level of infectious HIV-1 released
into the culture medium from cells co-transfected with pcDNA3.1( +) alone, or vectors expressing SARS-CoV-2 E-HA, SARS-CoV E-HA, MERS-CoV
E-HA, HCoV-OC43 E-HA, HSV-1 gD, or gD[ΔTMCT] and pNL4-3. B Immunoprecipitation of gD and gD[ΔTMCT] from the cell lysates of the restriction
assay in Panel A using an anti-gD antibody. C Immunoprecipitation of the various E proteins from the cell lysates from the restriction assay in Panel
A using an anti-HA antibody

The SARS‑CoV‑2 and SARS‑CoV E proteins result
in a decreased biosynthesis of HIV‑1 proteins

We examined the mechanism through which the SARSCoV-2 E protein restricted the release of infectious
HIV-1. HEK293 cells were transfected with the empty
pcDNA3.1( +) vector or one expressing the SARS-CoV-2

E protein and pNL4-3. At 36 h post-transfection, cells
were starved for methionine/cysteine for 2 h and radiolabeled with 35S-methionine/cysteine for 16 h. The culture
medium was collected and clarified while cell lysates were
prepared. HIV-1 and E proteins were immunoprecipitated as described in the Materials and Methods section.
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Immunoprecipitation of HIV-1 proteins from cell lysates
of cells co-transfected with pcDNA3.1( +) and pNL4-3
revealed the presence of the gp160 Env, gp120 cleavage
product, Gag p55, and p24. Further, gp120 and p24 were
immunoprecipitated from the clarified culture medium.
In contrast, immunoprecipitation of HIV-1 proteins from
lysates prepared from cells co-transfected with the vector expressing SARS-CoV-2 E and pNL4-3 revealed that
the Env precursor gp160, the gp120, p55, and p24 were
immunoprecipitated at much lower levels as were gp120
and p24 in the clarified culture medium (Fig. 5a). The E
protein was detected in the cell lysates but not detected
in the culture medium (Fig. 5b). We also determined if
the E proteins from SARS-CoV, MERS-CoV, and HCoVOC43 also affected HIV-1 protein synthesis (Fig. 5c–h).
The presence of SARS-CoV E also reduced levels of viral
proteins in the cell lysates and culture medium compared
with the pcDNA3.1( +)/pNL4-3 control (Fig. 5c–d) while
analysis of MERS-CoV E/pNL4-3 and HCoV-OC43 E/
pNL4-3 co-transfections revealed an intermediate level
of viral proteins in the cell lysates and in the culture
medium (Fig. 5e–h), which correlates with the levels of
HIV-1 infectivity.
The E protein does not prevent the integration of the HIV‑1
genome or viral transcription

As the immunoprecipitation assays indicated that HIV-1
protein synthesis was decreased in the presence of the
E protein, we examined the possible mechanism(s) that
might be involved. Initially, we examined integration and
viral RNA transcription. We used Alu-gag real-time PCR
assays to quantify the integration of the HIV-1 genome in
the presence and absence of the E protein. HEK293 cells
were transfected with either the empty pcDNA3.1( +)
vector or the vector expressing E-HA. At 24 h, equal
infectious units of HIV-1 ΔEnv/VSV-G pseudotyped
virus were used to infect the transfected HEK293 cells for
48 h. The DNA was extracted, and the levels of Alu-gag
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products were determined using the procedures in the
Material and Methods section. Our results indicate that
integration did not appear to be affected in the presence
of the E protein while treatment of cells with raltegravir
was effective in preventing integration (Additional file 4).
We also quantified tat gene transcription by real-time
RT-PCR and the results show that the number of transcripts detected during infection was not decreased in
cells transfected with the vector expressing the SARSCoV-2 E protein compared with the empty pcDNA3.1( +)
vector (Additional file 4).
Neither phosphorylation of eIF2‑α nor induction
of autophagy explains the restriction of HIV‑1

As the expression of the SARS-CoV-2 E protein significantly reduced HIV-1 protein expression, we determined
if the E protein activated pathways associated with ER
stress and an unfolded protein response such as phosphorylation of eIF2-α, which can result in a generalized restriction of protein synthesis. HEK293 cells were
transfected with the vector expressing the SARS-CoV-2
E-HA. At 48 h post-transfection (pt) cells were lysed and
phosphorylation of eIF2-α was analyzed by immunoblots using an antibody against phosphorylated eIF2-α.
In cells transfected with the empty pUC19 vector, little
phosphorylated eIF2-α was detected (Additional file 5).
In contrast, cells transfected with the vector expressing
the SARS-CoV-2 E-HA resulted in the phosphorylation
of eIF2-α (Additional file 5). To determine if the eIF2-α
phosphorylation was due to over-expression of the protein, we expressed HSV-1 gD and HIV-1 Vpu and examined for eIF2-α phosphorylation. The expression of gD
or Vpu did not result in the phosphorylation of eIF2-α
(Additional file 5), indicating that the observed results
were likely not due to over-expression. We compared
the phosphorylation of eIF2-α by the E protein of SARSCoV-2 with the E proteins from SARS-CoV, MERS-CoV,
and HCoV-OC43 normalization of protein lysates for
β-actin. Our results indicate that the expression of each

(See figure on next page.)
Fig. 5 The biosynthesis of HIV-1 proteins is attenuated in the presence of β-coronavirus E proteins. HEK293 cells were transfected with either the
empty pcDNA3.1( +) or vectors expressing SARS-CoV-2, SARS-CoV, MERS-CoV, or HCoV-OC43 E proteins and pNL4-3. At 30 h post-transfection,
cells were starved of methionine/cysteine for 2 h and radiolabeled with 35S-methionine/cysteine for 16 h. The culture medium was collected,
and cell lysates were prepared as described in the Materials and Methods section. HIV-1 proteins were immunoprecipitated using anti-HIV-1
antibodies while the E proteins were immunoprecipitated with antibodies directed against the HA-tag. The immunoprecipitates were collected
on protein-A-Sepharose, washed, and boiled in sample-reducing buffer. The proteins were separated by SDS-PAGE and visualized using standard
radiographic techniques. A-B Immunoprecipitation of HIV-1 and E proteins from cell lysates and culture medium from HEK293 cells co-transfected
with either pcDNA3.1( +) alone, pcDNA3.1( +)/pNL4-3, or pcDNA3.1( +) expressing SARS-CoV-2 E-HA protein/pNL4-3. C-D Immunoprecipitation
of HIV-1 and E proteins from cell lysates and culture medium from HEK293 cells co-transfected with pcDNA3.1( +) alone, or pcDNA3.1( +)/
pNL4-3, or pcDNA3.1( +) expressing the SARS-CoV E-HA/pNL4-3. E–F Immunoprecipitation of HIV-1 and E proteins from cell lysates and culture
medium from HEK293 cells co-transfected pcDNA3.1( +) alone, pcDNA3.1( +)/pNL4-3, or pcDNA3.1( +) expressing the MERS-CoV E-HA/pNL4-3.
G-H Immunoprecipitation of HIV-1 and E proteins from cell lysates and culture medium from HEK2933 cells co-transfected pcDNA3.1( +) alone,
pcDNA3.1( +)/pNL4-3, or pcDNA3.1( +) expressing the HCoV-OC43 E-HA/pNL4-3
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E protein resulted in the phosphorylation of eIF2-α and
that the level of phosphorylation of eIF2-α was approximately the same with each E protein (Additional file 5).
These results indicate that phosphorylation of eIF2-α did
not contribute to the differences in restriction. We also
analyzed E-transfected cells for their ability to induce
autophagy. HEK293 cells were transfected with each of
the four E proteins and at 48 h analyzed for lipidation of
LC3-I. Immunoblots of the cell lysates from transfected
cells revealed that all four E proteins resulted in LC3-I
lipidation to some extent but that LC3-I lipidation did
not correlate with the HIV-1 restriction pattern (Additional file 6).
Expression of SARS‑CoV‑2 and SARS‑CoV E proteins induce
higher levels of caspase 3 activity

B
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Fig. 6 The coronavirus E proteins induce caspase 3 activity. HEK293
cells were either mock-transfected, transfected with pcDNA3.1( +),
transfected with pcDNA3.1( +), and treated with 2 µM staurosporine,
or transfected with the vectors expressing the E proteins. At 48 h
post-transfection, cells were lysed and analyzed for caspase 3 activity
according to the manufacturer’s instructions. Fluorescence was
measured using a microplate reader using excitation at 342 nm and
emission at 441 nm (A) and the expression of the E proteins using
an anti-HA antibody (α-HA) and immunoblots (B). Vectors used to
transfect cells are at the top of each lane. Assays were performed at
least three times

Previous studies have shown the induction of apoptosis
eventually leads to an inhibition of protein synthesis. We
determined caspase 3 activity in cells transfected with the
empty pcDNA3.1( +) vector, pcDNA3.1( +) plus 2 µM
staurosporine (STS) or pcDNA3.1( +) expressing each of
the four E proteins. At 48 h post-transfection, cell lysates
were prepared and analyzed for caspase 3 activity according to the manufacturer’s instructions. Our results indicate that transfection of HEK293 cells with the empty
pcDNA3.1( +) vector plus treatment of cells with STS
resulted in significant caspase 3 activity (Fig. 6). Cells
transfected with vectors expressing each of the E proteins
revealed that the SARS-CoV-2 and SARS-CoV E proteins
had the highest level of caspase 3 activity followed by the
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MERS-CoV and HCoV-OC-43 E proteins. These studies
reveal a rough correlation between caspase 3 activity and
the levels of infectious HIV-1 production.
BST‑2 down‑regulation by E proteins

293 cells were co-transfected with vectors expressing
the E proteins or Vpu and the human BST-2 protein.
At 48 h, cells were stained for BST-2 using an appropriate anti-BST-2 antibody. The mean fluorescent intensities were calculated using the FlowJo software program
(Fig. 7a, b). Our results showed that none of the E proteins down-regulated BST-2 cell surface expression
(Fig. 7a, b). However, the HIV-1 Vpu protein significantly
down-modulated BST-2 cell surface expression (p > 0.05)
(Fig. 7a, b). Analysis of aliquots of cells from the same cotransfections revealed that E proteins and Vpu were all
expressed well in co-transfected cells (Fig. 7c).
We next examined the steady-state levels of BST-2 in
the presence of the proteins analyzed above. HEK293
cells were co-transfected with vectors as described above
and radiolabeled as described in the Materials and Methods section. Cell lysates were prepared, and the BST-2
proteins and E proteins were immunoprecipitated with
appropriate antibodies as described in the Materials and
Methods section. The results indicate that in the presence
of the HIV-1 Vpu, levels of immunoprecipitated BST-2
were significantly less than from cells transfected with
the vector expressing BST-2 alone or vectors expressing
BST-2 and the E proteins (Fig. 8). Taken together, the E
proteins had no effect on BST-2 expression while the Vpu
protein caused the down-regulation of BST-2 from the
cell surface and a decrease in total amounts of BST-2.

Discussion
The E protein of coronaviruses is a multi-functional protein that has several roles in the virus replication cycle.
It is localized to the ER, ERGIC, and Golgi compartments of the cell and associates with the M protein at the
ERGIC during virus maturation [35–37]. Other studies
have shown that the E protein of infectious bronchitis
virus (IBV) alters the secretory pathway by disrupting
Golgi organization leading to the production of larger
vesicles capable of transporting virions [38–40]. The
role of the E protein in virus maturation varies with the
coronavirus. The deletion of the E gene of transmissible
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gastroenteritis virus (TGEV) completely arrests virus
maturation while MHV, SARS-CoV, and HCoV-OC43
expressing non-functional E proteins generate less infectious virus [14, 41–43]. Replacement of the hydrophobic
domain of IBV E with that of VSV G protein negatively
affected virus maturation [39].
Here, we examined the biological properties of the
SARS-CoV-2 E protein in the context of HIV-1. HIV-1
expresses the Vpu protein, which despite having a different sequence, has a similar length, an uncleaved
leader sequence, and a similar membrane orientation as
coronavirus E proteins. Additionally, both the E protein
and Vpu enhance the release of their respective viruses.
Several RNA viruses encode proteins known as viroporins, which are virally encoded pore-forming membrane
proteins that can alter membranes and ion homeostasis. These proteins are important in entry and/or egress
from cells [44–47]. The prototypical viroporin is the M2
protein of influenza A virus and since the identification
of its ion channel properties, viroporins have been identified in several different viruses including HIV-1 (Vpu),
hepatitis C virus (p7 protein), respiratory syncytial virus
(SH protein), classical swine fever virus (p7 protein), and
human papillomavirus (E5 protein) [48–55]. The E proteins from SARS-CoV, MERS-CoV, and IBV have been
reported to be viroporins while there are no reports of
an ion channel activity associated with the HCoV-OC43
E protein [25, 56–62]. Viroporins have been shown to
transport different ions but generally are weakly selective
for cations (H+, K+, Na+, Ca++) over anions and can alter
host cell homeostasis at various stages during infection,
often involving viral entry and/or release [63]. However,
other cellular functions such as apoptosis and vesicular
trafficking can also be perturbed by viroporins [64]. Our
results revealed the SARS-CoV-2 (and SARS-CoV) E proteins significantly inhibited the unmodified HIV-1 infection while the E proteins from MERS and HCoV-OC43
were less restrictive. As all four E proteins likely have
ion channel activity but exhibit differences in infectious
HIV-1 production, it likely rules out that viroporin activity is responsible for the observed restriction. However,
it is still unknown if differences in the ion selectivity by
these different viroporins may have an impact on infectious HIV-1 production. The E proteins of SARS-CoV-2
and SARS-CoV have a high amino acid identity (> 95%)

(See figure on next page.)
Fig. 7 BST-2 down-regulation by Vpu and E proteins. HEK293 cells were co-transfected with either the empty pcDNA3.1( +) vector, the
pcDNA3.1( +) vector expressing the HIV-1 Vpu protein, or each of the four E proteins, and a vector expressing human BST-2 protein. A At 48 h,
the cells were removed by treatment with EDTA/EGTA, stained with a mouse monoclonal antibody directed against BST-2, and subjected to flow
cytometric analysis using a BD LSR II flow cytometer. The fluorescent intensities are on the x-axis. B Median and mean fluorescent intensities of the
BST-2 on the cells from Panel A. C Aliquots of cells from the same co-transfection were also analyzed for protein expression by immunoblots using
antibodies directed against the HA-tag (E proteins and Vpu) to monitor expression
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Fig. 8 The levels of BST-2 in cells in the presence of β-coronavirus
E proteins. HEK293 cells were co-transfected with either the empty
pcDNA3.1( +) vector, the pcDNA3.1( +) vector expressing each of the
four E proteins, or HIV-1 Vpu and a vector expressing human BST-2
protein. At 30 h post-transfection, cells were starved for methionine/
cysteine and radiolabeled with 500 μCi of 35S-methionine/cysteine for
16 h. Cell lysates were prepared in RIPA buffer. One-third of the lysate
was used to immunoprecipitate BST-2 proteins using an anti-BST-2
antibody (A); one-third of the lysate was used to immunoprecipitate
E proteins and Vpu (B), and one-third of the lysate was used to
immunoprecipitate GAPDH to normalize loading (C). The line in
Panel A is due to the removal of several lanes from the center of the
autoradiograph

while the E proteins of MERS-CoV and HCoV-OC43 are
less related at 37% and 26%, respectively. This suggests
that the differences in HIV-1 restriction are likely due to
the differences in the amino acid sequences.
Mechanistically, we showed that neither viral integration nor RNA synthesis was impaired by the presence of the SARS-CoV-2 E protein. We observed that
in the presence of the SARS-CoV-2 and SARS-CoV E
proteins, the levels of HIV-1 protein synthesis were significantly reduced. One possible explanation is that the
proteins caused ER stress, which can develop because of
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Ca +  + depletion, nutrient deprivation, hypoxia, improperly folded proteins, and point mutations in secreted proteins that stabilize intermediate folding forms or cause
aggregation. In response, the cell initiates an unfolded
protein response (UPR), which is a cellular pathway
that detects and attempts to alleviate ER stress [65–67].
The UPR is initiated by the activation of three canonical
ER stress sensors: a) the PKR-like endoplasmic reticulum kinase (PERK); b) activating transcription factor 6
(ATF6), and c) inositol-requiring enzyme 1α (IRE1-α)
[68–71]. We showed that expression of all four proteins
resulted in the phosphorylation of eIF2-α although the
level of eIF2-α phosphorylation did not correlate with
the level of infectious HIV-1 produced. We also examined if the expression of the SARS-CoV-2 and SARSCoV E proteins induced autophagy, which could have
led to decreased protein synthesis. Autophagy, first discovered in yeast, is a conserved multi-step degradative
process that maintains cell homeostasis by eliminating
misfolded/old elements (proteins and organelles) trapped
in autophagosomes targeted to fuse with lysosomes to
obtain nutrients [72, 73]. Autophagy is also relevant in
innate and adaptive immunity against viral infections
[74–76]. HIV-1 infection has been shown to induce
(macrophages) or inhibit (CD4 + T cells) autophagy
[77–79]. During the initial entry step, the HIV-1 gp120/
gp41 protein binds the virus to the CD4 receptors and
co-receptor CCR5 or CXCR4, initiating an autophagic
response in CD4 + T cells. This autophagic process represents an anti-HIV-1 response by the host cell leading
to the selective degradation of HIV-1 Tat [80–82]. In the
later stages of HIV-1 infection, there is increased activation of the mechanistic target of rapamycin complex 1
(mTORC1) (a regulator of autophagy) which leads to an
inhibition of autophagy [82]. Additionally, HIV-1 Nef
protein interacts with Beclin 1 and its inhibitor BCL2
[83]. We show here that the expression of each of the four
E proteins leads to increased lipidation of microtubuleassociated protein 1A/1B-light chain 3 (LC3) to yield
LC3-II, which is required for autophagy [84]. However,
the pattern of LC3-I lipidation was not consistent with
the level of HIV-1 restriction. It is known that the E proteins can induce apoptosis [85–88]. Finally, we analyzed
the caspase 3 activity (an effector caspase of apoptosis)
in the presence of the four E proteins. Apoptosis can
lead to protein synthesis shutdown, which may explain
the decrease in HIV-1 protein synthesis in the presence
of the E protein. Thus, our results indicate a correlation
between caspase 3 activity and HIV-1 restriction.
We also examined the E proteins from SARS-CoV-2,
SARS-CoV, MERS-CoV, and HCoV-OC43 for the ability to down-regulate bone marrow stromal antigen-2
(BST-2; also known as CD317 or tetherin). This type II
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transmembrane protein was first discovered as a cell surface marker for differentiated and neoplastic B cell types
[89] and later was shown to be induced by type I and
II interferons. It is known that BST-2 activates NF-κB
resulting in the activation of IFN-I responses and proinflammatory responses against viruses [90]. The antiviral
functions of BST-2 were first demonstrated with HIV-1
which lacked the vpu gene [91, 92]. Since its initial identification as an antiviral restriction factor, BST-2 has
been shown to tether several enveloped viruses including
coronaviruses. BST-2 was shown to inhibit the release of
HcoV-229E although the protein responsible for overcoming this restriction factor was not investigated [93].
We showed that, unlike Vpu, the E proteins neither
down-regulated BST-2 expression at the cell surface nor
caused BST-2 degradation.
In conclusion, we showed that the E protein viroporin from SARS-CoV-2 could not substitute for the Vpu
protein but rather the SARS-CoV-2 and SARS-CoV E
proteins potently restricted the production of infectious
HIV-1 infection. Our data suggest that the expression
of the SARS-CoV-2 E protein likely led to apoptosis and
inhibition of protein synthesis. These results show for the
first time that a viroporin from one virus can inhibit the
infection by another virus.

Materials and methods
Cells, viruses, and plasmids

HEK293 cells were used for the transfection of vectors
expressing coronavirus proteins and the HIV-1 genome.
The TZM-bl cell line was used as an indicator to measure HIV-1 infectivity [94–99]. Both cell lines were maintained as previously described [29, 30, 94]. Plasmids
with the entire HIV-1 NL4-3 genome (pNL4-3) and
pNL4-3Δvpu were obtained from the NIH AIDS Reagent
Branch. Plasmids (all pcDNA3.1( +) based) expressing E
proteins (SARS-CoV-2 E: accession #QIH45055, SARSCoV E: accession # AAP13443, MERS-CoV E: accession
#ATG84849, and HCoV-OC43 E: accession #ARA15423),
and the HIV-1 Vpu protein (strain NL4-3) were synthesized by Synbio Technologies with C-terminal HAtags and were sequenced to ensure that no deletions or
other mutations were introduced during the synthesis.
Expression of different coronavirus E proteins was confirmed by transfection with the Turbofect transfection
reagent (ThermoFisher) followed by radiolabeling and
immunoprecipitation analysis using a mouse monoclonal
antibody directed against the HA-tag (Thermo-Fisher,
#26183).
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Immunofluorescence studies

To examine the intracellular localization of the SARSCoV-2 E protein, COS-7 cells grown on 13 mm coverslips
were transfected with either the empty pcDNA3.1( +)
vector or one expressing the SARS-CoV-2 E protein using
Turbofect transfection reagent (ThermoFisher). At 24 h
post-transfection, cells were washed in PBS, fixed in 4%
paraformaldehyde in PBS for 15 min, permeabilized with
0.2% Triton X-100 in PBS, and blocked for one hour with
22.5 mg/mL glycine and 1% BSA in PBST. The cultures
were then incubated at 4C overnight with mouse monoclonal antibody against the HA-tag (Thermo Fisher,
#26183) and rabbit polyclonal antibody against ERGIC53
(Proteintech, #13364–1-AP), a rabbit polyclonal antibody against Golgin-97 (Abcam, #ab84340) or a rabbit
monoclonal antibody against LAMP-1 (Cell Signaling
Technologies #9091). The cells were washed in PBS and
incubated with a secondary goat anti-rabbit antibody
conjugated to AlexaFluor-488 (Invitrogen, A11008), and
a chicken anti-mouse conjugated to AlexaFluor-594 (Invitrogen, A21201) for 1 h. Cells were counterstained with
DAPI, and the coverslips were mounted on glass slides
with a glycerol-containing mounting medium (Prolong™
Diamond Antifade Mountant; Invitrogen). To examine
the intracellular localization of the SARS-CoV-2 E protein with the rough endoplasmic reticulum, cis-medial
Golgi, or trans Golgi network (TGN), COS-7 cells were
co-transfected with the plasmid expressing the E-HA
protein and vectors expressing ERMoxGFP (Addgene
#68072), mNeonGreen-Giantin (Addgene #98880), or
TGN38-GFP (Addgene #128148). Cells were prepared as
above and immunostained for E-HA using an anti-HA
antibody. Coverslips were viewed with a Leica TCS SP8
Confocal Microscope with a 100X objective and a 2X
digital zoom using the Leica Application Suite X (LASX)
as previously described. Micrographs of Sects. (0.7 μM)
from the center of the cell were photographed and a minimum of 100 cells were examined for each sample, and
the results presented in the figures are representative of
each sample.
Analysis of infectious HIV‑1 production in the presence of E
proteins

To analyze the virus restriction properties of the E proteins, HEK293 cells were transfected with either the
empty pcDNA3.1( +) vector, a vector expressing gD
(positive control for restriction), gD[ΔTMCT] (negative control for restriction), or E proteins and pNL4-3
[29, 30, 94]. At 48 h post-transfection (pt), the culture medium was collected, clarified by low-speed
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centrifugation, and the supernatants were analyzed
for infectious virus by titration on TZM-bl cells (29,
30, 94–99). All assays were performed at least four
times and analyzed for statistical significance using
a two-tiered Students t-test with cells co-transfected
with the empty pcDNA3.1( +) and pNL4-3 set at 100%
infectivity.
Analysis of infectious HSV‑1 produced in the presence
of SARS‑CoV‑2 E protein

To determine if the SARS-CoV-2 E protein would
restrict the replication of HSV-1, HEK293 cells were
transfected with either the empty vector or with a vector expressing SARS-CoV-2 E protein. At 48 h, cells
were infected with HSV-1 (0.01 pfu/cell) for 2 h. The
cells were collected at 3, 24, and 48 h post-infection,
and virus progeny production was determined by titration on Vero cells. Briefly, sterile skim milk was added
to the culture, and the cells were scraped into the
medium and briefly sonicated. Levels of infectious virus
were determined by preparing a series of tenfold dilutions of the culture supernatant followed by inoculation
of Vero cells. The number of plaque-forming units was
determined by standard procedures.
Biosynthesis and processing of viral proteins
in the presence of E proteins

The biosynthesis and processing of HIV-1 proteins were
examined in the presence of the coronavirus E proteins. HEK293 cells were co-transfected with empty
pcDNA3.1( +) or the vector expressing E proteins and
pNL4-3. At 30 h, the cells were washed and incubated in
DMEM without methionine/cysteine for 2 h. The cells
were washed and radiolabeled in DMEM containing
500 μCi 35S-Translabel (methionine and cysteine, Perkin-Elmer) for 16 h. Cell lysates were prepared, and the
culture medium was processed as previously described
[29, 30, 94]. HIV-1 proteins were immunoprecipitated
using a cocktail of antibodies previously described and
are referred to in the figures as anti-HIV antibodies [29,
30, 94]. The E proteins were immunoprecipitated using
a monoclonal antibody directed against the HA-tag.
Immunoprecipitates were collected by incubation with
protein A-Sepharose beads overnight at 4C, the beads
were washed with RIPA buffer, and the samples were
resuspended in sample-reducing buffer. The samples
were boiled, proteins separated by SDS-PAGE (10 or
12.5% gels), and proteins visualized using standard radiographic techniques.
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Analysis of HIV‑1 genome integration and viral RNA
synthesis

To determine if the E proteins interfered with viral
genome integration, we assessed the level of integration by amplification of Alu repeat/gag sequences using
the previously described procedure [100]. The oligonucleotides used for detecting Alu-gag products were: a)
Alu-gag forward oligonucleotide primer, MH535: 5’AACTAGG GAACCC ACTGCT TAAG-3’; b) Alu-gag
reverse oligonucleotide primer: SB704: 5’-TGC
TGG
GAT
TAC
AGG
CGT
GAG-3’. One µl of sample from
the first round PCR and subject to real-time PCR
with R/U5 primers (forward primer: M667-5ʹGGC
TAAC TAG GGAACCCAC TGC-3ʹ; reverse primer:
AA55 − 5ʹCTG C TAG AG ATT T TC C AC ACTG AC - 3ʹ)
and probe (HIV FAM-5ʹ- TAGTGTGTGCCCGTC
TGTTGTGTGAC-3ʹTAM) [98] with each experiment,
a standard curve of the amplicon being measured was
run in duplicate ranging from 10 to 1 × 1011 copies plus
a no-template control. Reactions contained 1 × premix (Takara), 0.5 µM forward primer, 0.5 µM reverse
primer, 0.25 µM probe primer, 100–500 ng of template
DNA, and 1X RoxDyeII in a 20 µl volume. After initial
incubations of 95 °C for 30 s, 40 cycles of amplification
were carried out at 5 s at 95 °C, and 34 s at 60 °C. Reactions were analyzed using the ABI Prism 7500 sequence
detection system (PE-Applied Biosystems, Foster City,
California).
For analysis of the HIV-1 transcription, HEK293 cells
were transfected with either the empty pcDNA3.1( +)
vector or one expressing the SARS-CoV-2 E. At 24 h
post-transfection, cells were infected with pseudotyped
HIV-1ΔE/VSV-G at an MOI of 0.1. At 48 h post-transfection, cells were washed, pelleted and the RNA was
extracted using the Invitrogen PureLink RNA Extraction kit. The RNA was treated with PureLink DNase I
for 15 min at room temperature followed by heat inactivation. The RNA was reverse transcribed using the
SuperScript IV RT kit and oligo(dT) 15 primer. The
mixtures were treated with RNase H for 30 min at 37 C.
Real-time quantitative PCR was performed using primers and procedures previously described: Tat forward,
ES2440: 5ʹ-GTCAGCCTAAAACTGCTTGTACCA-3ʹ;
Tat reverse, ES2445: 5ʹ-GCCTGTCGGGTCCCCTC-3;
and Tat probe, MH603: 5’-(FAM)-CTC
CTA
TGG
CAG
GAAGA-(TAMRA)-3ʹ. A standard curve of the RNA
amplicon was run ranging from 10 to 1 × 1011 copies.
Reactions containing 1 × premix (Takara), 0.5 μM forward primer, 0.5 μM reverse primer, 0.25 μM probe, and
1 × RoxDyeII in a 20 μl volume. The thermal cycle is 95 C
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for 30 s, followed by 40 cycles of amplification for 5 s at
95C and 34 s at 60C. Reactions were analyzed using the
ABI Prism 7500 sequence detection system (PE-Applied
Biosystems, Foster City, California).
Analysis of the phosphorylation of eIF2‑α and LC3‑I
lipidation

To determine if the expression of the E protein of SARSCoV-2 resulted in phosphorylation of eIF2-α, HEK293
cells seeded in 6-well plates were either left untransfected
or transfected with 1 μg of pUC19 or of a SARS-CoV-2
E-expressing plasmid. The cells were harvested at 48 h
pt and equal amounts of proteins were analyzed by western blot for p-eIF2-α or total eIF2-α (both antibodies
were obtained from Cell Signaling). Expression of E was
detected using an HA-tag antibody (Invitrogen). β-actin
was used as a loading control. To determine that phosphorylation of eIF-2α was not an artifact of over-expression, we also transfected cells with vectors expressing the
Vpu of HIV-1 and the gD of HSV-1.
For analysis of LC3-I lipidation, cells were solubilized
in triple-detergent buffer (50 mM Tris–HCl [pH 8],
150 mM NaCl, 0.1% sodium dodecyl sulfate, 1% Nonidet
P-40, 0.5% sodium deoxycholate, 100 μg of phenylmethylsulfonyl fluoride per/ml) supplemented with phosphatase
inhibitors (10 mM NaF, 10 mM β-glycerophosphate,
0.1 mM sodium orthovanadate) and protease inhibitor
cocktail (Sigma) and briefly sonicated. The protein concentration was determined with the aid of the Bio-Rad
protein assay (Bio-Rad Laboratories). Ten to forty micrograms of total proteins per sample were subjected to
further analysis. The rabbit polyclonal antibody against
LC3-B (Novus Biological) was used in a 1:5,000 dilution.
Analysis of caspase 3 activity by E proteins

To determine the levels of apoptosis, cells expressing the E proteins were analyzed using the colorimetric
Enz-Chek Caspase-3 assay kit according to the manufacturer’s instructions (Molecular Probes, E-13183).
HEK293 cells were either mock-transfected, transfected
with pcDNA3.1( +), transfected with pcDNA3.1( +), and
treated with 2 µM staurosporine, or transfected with the
vectors expressing the E proteins. 48 h pt, cells were harvested, lysed, and centrifuged to clear cellular debris. The
supernatants were collected and reacted with Z-DEVDAMC substrate in a microplate for one hour at room
temperature. Fluorescence was measured with the BioTek
Synergy H1 microplate reader using excitation at 342 nm
and emission at 441 nm. Samples were normalized to
the total protein used in each sample. Caspase-3 activity
in the pcDNA3.1( +) transfected sample was set as the
baseline control.
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Analysis of BST‑2 down‑regulation by various E proteins

We determined if the E proteins from four coronaviruses
(SARS-CoV-2, SARS-CoV, MERS-CoV, HCoV-OC43)
were capable of down-regulating cell surface bone marrow stromal antigen 2 (BST-2). HEK293 cells were cotransfected with either empty pcDNA3.1( +) vector and
pcDNA3.1( +) expressing the human BST-2 protein, or
pcDNA3.1( +) expressing each of the proteins described
above and BST-2. Cells co-transfected with vectors
expressing HIV-1 Vpu and BST-2 was used as a control for BST-2 down-regulation. At 48 h, the cells were
stained with a mouse monoclonal antibody directed
against BST-2 and subjected to flow cytometric analysis
using a BD LSR II flow cytometer. Aliquots of cells from
the same co-transfections were also analyzed for protein
expression by immunoblots using antibodies directed
against the HA-tag (E proteins and Vpu). To analyze if the
above proteins led to a steady state reduction in BST-2,
HEK293 cells were co-transfected with vectors expressing either four E-HA proteins or HIV-1 Vpu-HA, and a
vector expressing human BST-2. At 36 h post-transfection, cells were starved of methionine/cysteine for 2 h
and radiolabeled in methionine/ cysteine-free media containing 500 μCi of 35S-methionine/cysteine for 16 h. Cells
were washed, lysed in 1X RIPA buffer, and clarified by
centrifugation. The lysates were transferred to new tubes
and BST-2 (using an anti-BST-2 antibody), the E proteins,
and Vpu (using an anti-HA antibody) or GAPDH (using
an anti-GAPDH antibody; to equalize loading) immunoprecipitated. The immunoprecipitated proteins were
washed in RIPA buffer and boiled in the sample-reducing
buffer. The proteins were separated using SDS-PAGE and
visualized by standard radiographic techniques.
Abbreviations
HIV-1: Human immunodeficiency virus type 1; SARS-CoV-2: Severe acute
respiratory syndrome coronavirus 2; E: Envelope protein; Vpu: Viral protein
unknown; BST-2: Bone marrow stromal factor 2; HSV-1: Herpes simplex virus
type 1.

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12977-022-00611-6.
Additional file 1. The expression of the SARS-CoV E proteins are restricted
to intracellular compartments of the cell
Additional file 2. The expression of the SARS-CoV E proteins are restricted
to intracellular compartments of the cell
Additional file 3. The expression of the SARS-CoV E proteins are restricted
to intracellular compartments of the cell
Additional file 4. The SARS-CoV-2 E protein did not alter HIV-1 integration
or tat transcription
Additional file 5. The phosphorylation of eIF2-α by E proteins
Additional file 6. LC3-I lipidation by the E proteins

Henke et al. Retrovirology

(2022) 19:25

Acknowledgements
We thank the ACGT for the sequence analyses and the KUMC Biotechnology
Core for oligonucleotide synthesis. The following reagents were obtained from
the NIH AIDS Reagents Branch, Division of AIDS, NIAID, NIH: (1) the HIV-1 p24
Gag monoclonal (catalog #ARP-6521) from Dr. Michael H. Malim; (2) pNL4-3
(catalog #ARP-114) was obtained from Dr. Malcolm Martin and Klaus Strebel;
(3) the HIV-1 BaL.26 clone (Cat# ARP-11446) from Dr. J.R. Mascola; (4) the goat
anti-gp160 antibodies (Catalog # ARP-51, ARP-189, ARP-191). The mNeonGreen-Giantin, ERMoxGFP, and TGN38EGFP vectors were gifts from Dorus
Gadella, Erik Snapp, and Jennifer Lippincott-Schwartz, respectively.
Author contributions
WH, SPA, and HW performed the experiments and analyzed the data. MK
provided reagents and contributed to the conception and design of the study.
EBS and MK designed and supervised the research, and wrote the paper. All
authors read and approved the final manuscript.
Funding
This work was supported by NIH R21AI158229 and by the KUMC Frontiers
Clinical and Translational Science Awards Program 5UL1TR002366.
Availability of data and materials
All data generated or analyzed during this study are included in this published
article and its additional files.

Declarations
Ethics approval and consent to participate
Not applicable.
Consent for publication
Not applicable.
Competing interests
The authors declare that they have no competing interests.
Received: 17 October 2022 Accepted: 1 November 2022

References
1. Bogoch II, Watts A, Thomas-Bachli A, Huber C, Kraemer MUG, Khan K.
Pneumonia of unknown etiology in Wuhan, China: potential for international spread via commercial air travel. J Travel Med. 2020;27:8.
2. Chan JF, Kok KH, Zhu Z, Chu H, To KK, Yuan S, et al. Genomic characterization of the 2019 novel human-pathogenic coronavirus isolated
from a patient with atypical pneumonia after visiting Wuhan. Emerg
Microbes Infect. 2020;9:221–36.
3. Holshue ML, DeBolt C, Lindquist S, Lofy KH, Wiesman J, Bruce H, et al.
First case of 2019 Novel coronavirus in the United States. N Engl J Med.
2020;382:929–36.
4. Zhu N, Zhang D, Wang W, Li X, Yang B, Song J, et al. China novel
coronavirus investigating and research team. A novel coronavirus from patients with pneumonia in China, 2019. N Engl J Med.
2020;382:727–33.
5. Alsaadi EAJ, Jones IM. Membrane binding proteins of coronaviruses.
Future Virol. 2019;14:275–86.
6. Neuman BW, Buchmeier MJ. Supramolecular architecture of the coronavirus particle. Adv Virus Res. 2016;96:1–27.
7. de Wilde AH, Snijder EJ, Kikkert M, van Hemert MJ. Host factors in coronavirus replication. Curr Top Microbiol Immunol. 2018;419:1–42.
8. Ruch TR, Machamer CE. The coronavirus E protein: assembly and
beyond. Viruses. 2012;4:363–82.
9. Hsieh PK, Chang SC, Huang CC, Lee TT, Hsiao CW, Kou YH, et al. Assembly of severe acute respiratory syndrome coronavirus RNA packaging signal into virus-like particles is nucleocapsid dependent. J Virol.
2005;79:13848–55.

Page 16 of 18

10. Arbely E, Khattari Z, Brotons G, Akkawi M, Salditt T, Arkin IT. A highly
unusual palindromic transmembrane helical hairpin formed by SARS
coronavirus E protein. J Mol Biol. 2004;341:769–79.
11. Duart G, García-Murria MJ, Mingarro I. The SARS-CoV-2 envelope
protein has evolved towards membrane topology robustness. Biochim
Biophys Acta Biomembr. 2021;1863:183608.
12. Nieto-Torres JL, DeDiego ML, Álvarez E, Jiménez-Guardeño JM, ReglaNava JA, Llorente M, et al. Subcellular location and topology of severe
acute respiratory syndrome coronavirus envelope protein. Virology.
2011;415:69–82.
13. DeDiego ML, Álvarez E, Almazán F, Rejas MT, Lamirande E, Roberts A,
et al. A severe acute respiratory syndrome coronavirus that lacks the E
gene is attenuated in vitro and in vivo. J Virol. 2007;81:1701–13.
14. Kuo L, Masters PS. The small envelope protein E is not essential for
murine coronavirus replication. J Virol. 2003;77:4597–608.
15. Kuo L, Hurst KR, Masters PS. Exceptional flexibility in the sequence
requirements for coronavirus small envelope protein function. J Virol.
2007;81:2249–62.
16. Bour S, Strebel K. The HIV-1 Vpu protein: a multifunctional enhancer of
viral particle release. Microbes Infect. 2003;5:1029–39.
17. Hout DR, Mulcahy ER, Pacyniak E, Gomez LM, Gomez ML, Stephens
EB. Vpu: a multifunctional protein that enhances the pathogenesis of
human immunodeficiency virus type 1. Curr HIV Res. 2004;2:255–70.
18. Jabbar MA. The human immunodeficiency virus type 1 Vpu protein:
roles in virus release and CD4 downregulation. Curr Top Microbiol
Immunol. 1995;193:107–20.
19. Klimkait T, Strebel K, Hoggan MD, Martin MA, Orenstein JM. The human
immunodeficiency virus type 1-specific protein vpu is required for
efficient virus maturation and release. J Virol. 1990;64:621–9.
20. Neil SJ, Zang T, Bieniasz PD. Tetherin inhibits retrovirus release and is
antagonized by HIV-1 Vpu. Nature. 2008;2008(451):425–30.
21. Ruiz A, Guatelli JC, Stephens EB. The Vpu protein: new concepts in virus
release and CD4 down-modulation. Curr HIV Res. 2010;8:240–52.
22. Strebel K, Klimkait T, Maldarelli F, Martin MA. Molecular and biochemical
analyses of human immunodeficiency virus type 1 Vpu protein. J Virol.
1989;63:3784–91.
23. To J, Surya W, Torres J. Targeting the channel activity of viroporins. Adv
Protein Chem Struct Biol. 2016;104:307–55.
24. Raamsman MJ, Locker JK, de Hooge A, de Vries AA, Griffiths G, Vennema
H, Rottier PJ. Characterization of the coronavirus mouse hepatitis virus
strain A59 small membrane protein E. J Virol. 2000;74:2333–42.
25. Liao Y, Tam JP, Liu DX. Viroporin activity of SARS-CoV E protein. Adv Exp
Med Biol. 2006;581:199–202.
26. Cohen JR, Lin LD, Machamer CE. Identification of a Golgi complextargeting signal in the cytoplasmic tail of the severe acute respiratory
syndrome coronavirus envelope protein. J Virol. 2011;85:5794–803.
27. Westerbeck JW, Machamer CE. A coronavirus E protein Is present in
two distinct pools with different effects on assembly and the secretory
pathway. J Virol. 2015;89:9313–23.
28. Nal B, Chan C, Kien F, Siu L, Tse J, Chu K, et al. Differential maturation and
subcellular localization of severe acute respiratory syndrome coronavirus surface proteins S M and E. J Gen Virol. 2005;86:1423–34.
29. Polpitiya Arachchige S, Henke W, Kalamvoki M, Stephens EB. Analysis
of herpes simplex type 1 gB, gD, and gH/gL on the production of
infectious HIV-1: HSV-1 gD restricts HIV-1 by exclusion of HIV-1 Env from
maturing viral particles. Retrovirology. 2019;16:9.
30. Polpitiya Arachchige S, Henke W, Kalamvoki M, Stephens EB. Analysis
of the structural domains of the herpes simplex type 1 gD protein that
restrict the release of infectious HIV-1. J Virol. 2021;95:e02355-e2420.
31. Cheng G, Feng Z, He B. Herpes simplex virus 1 infection activates
the endoplasmic reticulum resident kinase PERK and mediates
eIF-2alpha dephosphorylation by the gamma(1) 34.5 protein. J Virol.
2005;79:1379–88.
32. Verpooten D, Feng Z, Valyi-Nag T, Ma Y, Jin H, Yan Z, Zhang C, Cao Y,
He B. Dephosphorylation of eIF2alpha mediated by the gamma1345
protein of herpes simplex virus 1 facilitates viral neuroinvasion. J Virol.
2009;83:12626–30.
33. Leopardi R, Van Sant C, Roizman B. The herpes simplex virus 1 protein
kinase US3 is required for protection from apoptosis induced by the
virus. Proc Natl Acad Sci USA. 1997;94:7891–6.

Henke et al. Retrovirology

(2022) 19:25

34. Rubio RM, Mohr I. Inhibition of ULK1 and Beclin1 by an α-herpesvirus
Akt-like Ser/Thr kinase limits autophagy to stimulate virus replication.
Proc Natl Acad Sci USA. 2019;116:26941–50.
35. Li Y, Surya W, Claudine S, Torres J. Structure of a conserved Golgi
complex-targeting signal in coronavirus envelope proteins. J Biol Chem.
2014;289:12535–49.
36. Baudoux P, Carrat C, Besnardeau L, Charley B, Laude H. Coronavirus
pseudoparticles formed with recombinant M and E proteins induce
alpha interferon synthesis by leukocytes. J Virol. 1998;72:8636–43.
37. Hsieh YC, Li HC, Chen SC, Lo SY. Interactions between M protein
and other structural proteins of severe, acute respiratory syndromeassociated coronavirus. J Biomed Sci. 2008;15:707–17.
38. Machamer CE, Youn S. The transmembrane domain of the infectious
bronchitis virus E protein is required for efficient virus release. Adv
Exp Med Biol. 2006;581:193–8.
39. Ruch TR, Machamer CE. The hydrophobic domain of infectious
bronchitis virus E protein alters the host secretory pathway and is
important for release of infectious virus. J Virol. 2011;85:675–85.
40. Ruch TR, Machamer CE. A single polar residue and distinct membrane topologies impact the function of the infectious bronchitis
coronavirus E protein. PloS Pathog. 2012;8:e1002674.
41. Fischer F, Stegen CF, Masters PS, Samsonoff WA. Analysis of constructed E gene mutants of mouse hepatitis virus confirms a pivotal
role for E protein in coronavirus assembly. J Virol. 1998;72:7885–94.
42. Ortego J, Ceriani JE, Patiño C, Plana J, Enjuanes L. Absence of E
protein arrests transmissible gastroenteritis coronavirus maturation
in the secretory pathway. Virology. 2007;368:296–308.
43. Stodola JK, Dubois G, Le Coupanec A, Desforges M, Talbot PJ. The
OC43 human coronavirus envelope protein is critical for infectious virus production and propagation in neuronal cells and is
a determinant of neurovirulence and CNS pathology. Virology.
2018;515:134–49.
44. Nieva JL, Madan V, Carrasco L. Viroporins: structure and biological
functions. Nat Rev Microbiol. 2012;10:563–74.
45. Opella SJ. Relating structure and function of viral membrane-spanning miniproteins. Curr Opin Virol. 2015;2015(12):121–5.
46. Triantafilou K, Triantafilou M. Ion flux in the lung: virus-induced
inflammasome activation. Trends Microbiol. 2014;22:580–8.
47. Wang K, Xie S, Sun B. Viral proteins function as ion channels. Biochim
Biophys Acta. 2011;1808:510–5.
48. Gan SW, Tan E, Lin X, Yu D, Wang J, Tan GM, Vararattanavech A, Yeo
CY, Soon CH, Soong TW, Pervushin K, Torres J. The small hydrophobic
protein of the human respiratory syncytial virus forms pentameric
ion channels. J Biol Chem. 2012;287:24671–89.
49. Gladue DP, Holinka LG, Largo E, Fernandez Sainz I, Carrillo C,
O’Donnell Baker-Branstetter R. Classical swine fever virus p7 protein is
a viroporin involved in virulence in swine. J Virol. 2012;86:6778–91.
50. González ME. Vpu protein: The viroporin encoded by HIV-1. Viruses.
2015;2015(7):4352–68.
51. Largo E, Gladue DP, Huarte N, Borca MV, Nieva JL. Pore-forming
activity of pestivirus p7 in a minimal model system supports genusspecific viroporin function. Antiviral Res. 2014;2014(101):30–6.
52. Luik P, Chew C, Aittoniemi J, Chang J, Wentworth P Jr, Dwek RA, Biggin PC, Vénien-Bryan C, Zitzmann N. The 3-dimensional structure of
a hepatitis C virus p7 ion channel by electron microscopy. Proc Natl
Acad Sci USA. 2009;106:12712–6.
53. Park SH, Mrse AA, Nevzorov AA, Mesleh MF, Oblatt-Montal M, Montal
M, Opella SJ. Three-dimensional structure of the channel-forming
trans-membrane domain of virus protein “u” (Vpu) from HIV-1. J Mol
Biol. 2003;2003(333):409–24.
54. Schubert U, Ferrer-Montiel AV, Oblatt-Montal M, Henklein P, Strebel K,
Montal M. Identification of an ion channel activity of the Vpu transmembrane domain and its involvement in the regulation of virus
release from HIV-1-infected cells. FEBS Lett. 1996;398:12–8.
55. Wetherill LF, Holmes KK, Verow M, Müller M, Howell G, Harris M, et al.
High-risk human papillomavirus E5 oncoprotein displays channelforming activity sensitive to small-molecule inhibitors. J Virol.
2012;86:5341–51.
56. Castaño-Rodriguez C, Honrubia JM, Gutiérrez-Álvarez J, DeDiego ML,
Nieto-Torres JL, Jimenez-Guardeño JM, et al. Role of severe acute

Page 17 of 18

57.

58.
59.
60.
61.
62.
63.
64.
65.
66.
67.
68.

69.
70.
71.

72.
73.
74.
75.
76.
77.
78.
79.
80.

respiratory syndrome coronavirus viroporins E, 3a, and 8a in replication and pathogenesis. mBio. 2018;9:e02325-17.
Nieto-Torres JL, DeDiego ML, Verdiá-Báguena C, Jimenez-Guardeño
JM, Regla-Nava JA, Fernandez-Delgado R, et al. Severe acute
respiratory syndrome coronavirus envelope protein ion channel
activity promotes virus fitness and pathogenesis. PloS Pathog.
2014;10:e1004077.
Nieto-Torres JL, Verdiá-Báguena C, Castaño-Rodriguez C, Aguilella VM,
Enjuanes L. Relevance of viroporin ion channel activity on viral replication
and pathogenesis. Viruses. 2015;7:3552–73.
Pervushin K, Tan E, Parthasarathy K, Lin X, Li F, Jiang FL, Yu D, Vararattanavech
A, Soong TW, Liu DX, Torres J. Structure and inhibition of the SARS coronavirus envelope protein ion channel. PLoS Pathog. 2009;5:e1000511.
Surya W, Li Y, Torres J. Structural model of the SARS coronavirus E channel in
LMPG micelles. Biochim Biophys Acta Biomembr. 2018;1860:1309–17.
Surya W, Li Y, Verdià-Bàguena C, Aguilella VM, Torres J. MERS coronavirus
envelope protein has a single transmembrane domain that forms pentameric ion channels. Virus Res. 2015;201:61–6.
Westerbeck JW, Machamer CE. The infectious bronchitis coronavirus envelope protein alters Golgi pH to protect the spike protein and promote the
release of infectious virus. J Virol. 2019;93:e00015-19.
Scott C, Griffin S. Viroporins: structure, function and potential as antiviral
targets. J Gen Virol. 2015;96:2000–27.
Madan V, Castelló A, Carrasco L. Viroporins from RNA viruses induce caspasedependent apoptosis. Cell Microbiol. 2008;10:437–51.
Hetz C, Chevet E, Harding HP. Targeting the unfolded protein response in
disease. Nat Rev Drug Discov. 2013;12:703–19.
Hetz C, Zhang K, Kaufman RJ. Mechanisms, regulation and functions of the
unfolded protein response. Nat Rev Mol Cell Biol. 2020;21:421–38.
Metcalf MG, Higuchi-Sanabria R, Garcia G, Tsui CK, Dillin A. Beyond the
cell factory: Homeostatic regulation of and by the UPR(ER). Sci Adv.
2020;6:eabb9614.
Haze K, Yoshida H, Yanagi H, Yura T, Mori K. Mammalian transcription factor ATF6 is synthesized as a transmembrane protein and activated by
proteolysis in response to endoplasmic reticulum stress. Mol Biol Cell.
1999;10:378799.
Pinton P, Giorgi C, Siviero R, Zecchini E, Rizzuto R. Calcium and apoptosis:
ER-mitochondria Ca2+ transfer in the control of apoptosis. Oncogene.
2008;27:6407–18.
Bootman MD, Chehab T, Bultynck G, Parys JB, Rietdorf K. The regulation of
autophagy by calcium signals: do we have a consensus? Cell Calcium.
2018;70:32–46.
DeDiego ML, Nieto-Torres JL, Jiménez-Guardeño JM, Regla-Nava JA, Alvarez
E, Oliveros JC, Zhao J, Fett C, Perlman S, Enjuanes L. Severe acute respiratory syndrome coronavirus envelope protein regulates cell stress response
and apoptosis. PloS Pathog. 2011;7:e1002315.
Takeshige K, Baba M, Tsuboi S, Noda T, Ohsumi Y. Autophagy in yeast demonstrated with proteinase-deficient mutants and conditions for its induction.
J Cell Biol. 1992;119:30111.
Klionsky DJ, Cueva R, Yaver DS. Aminopeptidase I of Saccharomyces cerevisiae
is localized to the vacuole independent of the secretory pathway. J Cell
Biol. 1992;19:28799.
Jackson WT. Viruses and the autophagy pathway. Virology.
2015;479–480:450–6.
Pleet ML, Branscome H, DeMarino C, Pinto DO, Zadeh MA, Rodriguez M,
Sariyer IK, El-Hage N, Kashanchi F. Autophagy, Evs, and infections: a perfect
question for a perfect time. Front Cell Infect Microbiol. 2018;8:362.
Liang W, Liu H, He J, Ai L, Meng Q, Zhang W, Yu C, Wang H, Liu H. Studies
progression on the function of autophagy in viral infection. Front Cell Dev
Biol. 2021;9:772965.
Zhou D, Spector SA. Human immunodeficiency virus type-1 infection inhibits autophagy. AIDS. 2008;22:69599.
Kyei GB, Dinkins C, Davis AS, Roberts E, Singh SB, Dong C, et al. Autophagy
pathway intersects with HIV-1 biosynthesis and regulates viral yields in
macrophages. J Cell Biol. 2009;186:255–68.
Espert L, Varbanov M, Robert-Hebmann V, Sagnier S, Robbins I, Sanchez F,
et al. Differential role of autophagy in CD4 T cells and macrophages during X4 and R5 HIV-1 infection. PLoS ONE. 2009;4:e5787.
Sagnier S, Daussy CF, Borel S, Robert-Hebmann V, Faure M, Blanchet FP, et al.
Autophagy restricts HIV-1 infection by selectively degrading Tat in CD4 +
T lymphocytes. J Virol. 2015;89:61525.

Henke et al. Retrovirology

(2022) 19:25

81. Zhang HS, Zhang Z-G, Zhou Z, Du G-Y, Li H, Yu X-Y, et al. PKM2-mediated
inhibition of autophagy facilitates Tats inducing HIV-1 transactivation.
Arch Biochem Biophys. 2017;625626:1723.
82. Kumar B, Arora S, Ahmed S, Banerjea AC. Hyperactivation of mammalian
target of rapamycin complex 1 by HIV-1 is necessary for virion production
and latent viral reactivation. FASEB J. 2017;31:18091.
83. Castro-Gonzalez S, Shi Y, Colomer-Lluch M, Song Y, Mowery K, Almodovar S,
Bansal A, et al. HIV-1 Nef counteracts autophagy restriction by enhancing
the association between BECN1 and its inhibitor BCL2 in a PRKN-dependent manner. Autophagy. 2020;17:1–25.
84. Kouroku Y, Fujita E, Tanida I, Ueno T, Isoai A, Kumagai H, Ogawa S, Kaufman
RJ, Kominami E, Momoi T. (PERK/eIF2α phosphorylation) mediates the
polyglutamine-induced LC3 conversion, an essential step for autophagy
formation. Cell Death Differ. 2007;14:230–9.
85. Xia B, Shen X, He Y, Pan X, Liu FL, Wang Y, et al. SARS-CoV-2 envelope protein
causes acute respiratory distress syndrome (ARDS)-like pathological damages and constitutes an antiviral target. Cell Res. 2021;8:847–60.
86. Clemens M, Bushell M, Jeffrey IW, Pain VM, Morley SJ. Translation initiation
factor modifications and the regulation of protein synthesis in apoptotic
cells. Cell Death Differ. 2000;7:603–15.
87. An S, Chen CJ, Yu X, Leibowitz JL, Makino S. Induction of apoptosis in murine
coronavirus-infected cultured cells and demonstration of E protein as an
apoptosis inducer. J Virol. 1999;73:7853–9.
88. Li S, Yuan L, Dai G, Chen RA, Liu DX, Fung TS. Regulation of the ER stress
response by the ion channel activity of the infectious bronchitis coronavirus envelope protein modulates virion release, apoptosis, viral fitness, and
pathogenesis. Front Microbiol. 2020;10:3022.
89. Ishikawa J, Kaisho T, Tomizawa H, Lee BO, Kobune Y, Inazawa J, et al. Molecular cloning and chromosomal mapping of a bone marrow stromal cell
surface gene, BST2, that may be involved in pre-B-cell growth. Genomics.
1995;26:52734.
90. Tokarev A, Suarez M, Kwan W, Fitzpatrick K, Singh R, Guatelli J. Stimulation of
NF-κB activity by the HIV restriction factor BST2. J Virol. 2012;87:2046–57.
91. Neil SJ, Zang T, Bieniasz PD. Tetherin inhibits retrovirus release and is antagonized by HIV-1 Vpu. Nature. 2008;451:425–30.
92. Van Damme N, Goff D, Katsura C, Jorgenson RL, Mitchell R, Johnson MC, et al.
The interferon-induced protein BST-2 restricts HIV-1 release and is downregulated from the cell surface by the viral Vpu protein. Cell Host Microbe.
2008;3:245–52.
93. Wang SM, Huang KJ, Wang CT. BST2/CD317 counteracts human coronavirus
229E productive infection by tethering virions at the cell surface. Virology.
2014;449:287–96.
94. Polpitiya Arachchige S, Henke W, Pramanik A, Kalamvoki M, Stephens EB.
Analysis of Select Herpes Simplex Virus 1 (HSV-1) Proteins for restriction of
human immunodeficiency virus type 1 (HIV-1): HSV-1 gM protein potently
restricts HIV-1 by preventing intracellular transport and processing of Env
gp160. J Virol. 2018;92:e01476-e1517.
95. Derdeyn CA, Decker JM, Sfakianos JN, Wu X, O’brien WA, Ratner L, et al. Sensitivity of human immunodeficiency virus type 1 to the fusion inhibitor T-20
is modulated by coreceptor specificity defined by the V3 loop of gp120. J
Virol. 2000;74:8358–67.
96. Platt EJ, Wehrly K, Kuhmann SE, Chesebro B, Kabat D. Effects of CCR5 and
CD4 cell surface concentrations on infections by macrophagetropic isolates of human immunodeficiency virus type 1. J Virol. 1998;72:2855–64.
97. Platt EJ, Bilska M, Kozak SL, Kabat D, Montefiori DC. Evidence that ecotropic
murine leukemia virus contamination in TZM-bl cells does not affect the
outcome of neutralizing antibody assays with human immunodeficiency
virus type 1. J Virol. 2009;83:8289–92.
98. Takeuchi YM, McClure O, Pizzato M. Identification of gammaretroviruses
constitutively released from cell lines used for human immunodeficiency
virus research. J Virol. 2008;82:12585–8.
99. Wei X, Decker JM, Liu H, Zhang Z, Aran RB, Kilby JM, Saag MS, Wu X, Shaw
GM, Kappes JC. Emergence of resistant human immunodeficiency virus
type 1 in patients receiving fusion inhibitor (T-20) monotherapy. Antimicrob Agents Chemother. 2002;2002(46):1896–905.
100. Suzuki Y, Misawa N, Sato C, Ebina H, Masuda T, Yamamoto N, et al. Quantitative analysis of human immunodeficiency virus type 1 DNA dynamics
by real-time PCR: integration efficiency in stimulated and unstimulated
peripheral blood mononuclear cells. Virus Genes. 2003;27:177–88.

Page 18 of 18

Publisher’s Note

Springer Nature remains neutral with regard to jurisdictional claims in published maps and institutional affiliations.

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

• 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

