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Abstract: The matrix (M) proteins of paramyxoviruses bind to the nucleocapsids and cytoplasmic
tails of glycoproteins, thus mediating the assembly and budding of virions. We first determined the
budding characterization of the HPIV3 Fusion (F) protein to investigate the assembly mechanism of
human parainfluenza virus type 3 (HPIV3). Our results show that expression of the HPIV3 F protein
alone is sufficient to initiate the release of virus-like particles (VLPs), and the F protein can regulate the
VLP-forming ability of the M protein. Furthermore, HPIV3F-Flag, which is a recombinant HPIV3 with
a Flag tag at the C-terminus of the F protein, was constructed and recovered. We found that the M, F,
and hemagglutinin-neuraminidase (HN) proteins and the viral genome can accumulate in lipid rafts
in HPIV3F-Flag-infected cells, and the F protein mainly exists in the form of F1 in VLPs, lipid rafts, and
purified virions. Furthermore, the function of cholesterol in the viral envelope and cell membrane was
assessed via the elimination of cholesterol by methyl-β-cyclodextrin (MβCD). Our results suggest that
the infectivity of HPIV3 was markedly reduced, due to defective internalization ability in the absence
of cholesterol. These results reveal that HPIV3 might assemble in the lipid rafts to acquire cholesterol
for the envelope of HPIV3, which suggests the that disruption of the cholesterol composition of
HPIV3 virions might be a useful method for the design of anti-HPIV3 therapy.
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1. Introduction

Human parainfluenza virus type 3 (HPIV3) is an enveloped, non-segmented, negative,
single-strand RNA virus, and it acts as one of the primary pathogens that causes respiratory tract
diseases, including bronchiolitis, pneumonia, and croup in infants and young children. The genome of
HPIV3 encodes six structural proteins: the nucleoprotein (N), polymerase cofactor phosphoprotein (P),
matrix (M) protein, fusion (F) protein, hemagglutinin-neuraminidase (HN) protein, and polymerase
large protein (L). The binding of the HN protein to cellular sialic acid-containing receptors induces
a conformational change of the F protein early in the infection of HPIV3, which mediates the fusion
of the viral envelope with the cell membrane [1]. Finally, the viral genome and N, P, and L proteins
are released into the cytoplasm for transcription and replication. Despite the fact that many details of
the paramyxovirus life cycle are well known, the mechanism of virion assembly and budding are less
well characterized.

Lipid rafts seem to be their preferred sites for budding during their life cycles for many viruses,
as lipid rafts contain abundant cholesterol, sphingolipid, and proteins, which allow them to act
as platforms that function in cell membrane signaling [2] and trafficking [3]. Several functions of
lipid rafts in multiple steps of the life cycle of many different viruses have been reported. First,
lipid rafts can mediate the process of entry, as the lipid rafts can increase the local concentration of
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entry receptors to increase the human immunodeficiency virus type 1 (HIV-1)’s binding efficiency
and fusion events [4]. Many cellular receptors of viruses are associated with lipid rafts, and the
association mediates raft-dependent endocytosis and helps in virus entry; the infection of simian
virus 40 [5] and echovirus type 1 [6] comply with this model. Second, lipid rafts can aggregate viral
components to promote virus assembly; Hemagglutinin (HA) and Neuraminidasee (NA) of influenza
virus [7,8], the F protein of measles virus [9] and respiratory syncytial virus (RSV) [10], the RSV SH
protein [11], the F and HN proteins of Sendai virus [12], the F protein of Newcastle Disease Virus
(NDV) [13], the Env glycoprotein of HIV-1 [14], and the genome of Tiger Frog Virus [15] have been
reported to be associated with lipid rafts. Third, lipid rafts can also be critical in virus budding, as the
cultivation of human T lymphocytes in cholesterol-poor medium that contains the HMG-Coenzyme
A reductase inhibitor, lovastatin, can reduce the release of HIV-1 [16]; viperin can inhibit influenza
virus release by the interaction with farnesyl diphosphate synthase, which affects the formation of
lipid rafts [17]; and, Methyl-β-cyclodextrin (MβCD) can reduce the attachment of NDV proteins with
lipid rafts and it results in an enhanced release of the virus with reduced infectivity [18]. Due to the
critical role of lipid rafts as platforms for virus assembly and budding, the envelopes of many viruses
contain abundant cholesterol and sphingomyelin. Increasing evidence shows that virion-associated
cholesterol and sphingolipid are critical in virus entry, especially in the fusion stage between the virus
envelope and the cell membrane. Thus, MβCD treatment of Human herpesvirus 6, Borna disease
virus, Dengue virus, and Hepatitis C Virus leads to the dramatic reduction of viral infectivity [19–22].
Most likely, the reduction of cholesterol in the viral envelope causes a change in the relative position
of the F and HN proteins, which thereby affects the interaction between the F and HN proteins, and
eventually the F protein cannot no longer be activated by the HN protein to produce conformational
changes that are essential in the fusion of the viral envelope with the cell membrane. However,
where and how HPIV3 is assembled and whether the lipid rafts participate in the life cycle of HPIV3
remains unknown.

In this study, we found that the F protein of HPIV3 can form virus-like particles (VLPs) when
expressed alone, and the F protein can regulate the ability of the M protein to form VLPs, which
suggests that the F protein also plays an important role in the assembly and budding of HPIV3.
Furthermore, our results show that most of the F protein and the HN protein and a small part of
the M protein and virus genome partitioned into cellular lipid rafts in HPIV3-infected cells. F1 were
found to be the main form in VLPs, lipid rafts, and virions, which indicated that HPIV3 might utilize
lipid rafts for assembly and budding. Finally, we found that HPIV3 envelope-associated cholesterol
affects the fusion between the virus and the cell membrane. These results suggest that HPIV3 may
acquire envelope associated-cholesterol from lipid rafts for virus infection, which provides us with
a new strategy for anti-HPIV3 therapy. However, the mechanism of how viral envelope-associated
cholesterol affects membrane fusion requires further research.

2. Materials and Methods

2.1. Cells and Virus

Hela, MK2, and 293T cells were cultured in Dulbecco’s modified Eagle’s medium (DMEM; Gbico,
Carlsbad, CA, USA) that was supplemented with 10% fetal bovine serum (FBS). HPIV3 (NIH47885)
and HPIV3F-Flag were amplified in MK2 cells by inoculation at a multiplicity of infection (MOI) of 0.1.

2.2. Plasmid Constructs

The plasmids pCAGGS-Flag-F-Flag and pCAGGS-HA-HN were generated by PCR-based cloning
techniques and then cloned into pCAGGS. pOCUS-HPIV3 was used as a template for all of the
genetic manipulations. Plasmids carrying the HPIV3 genome with a Flag tag fused to the C terminus
of the F gene were constructed, as described previously [23]. All of the plasmids were verified by
DNA sequencing.
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2.3. VLP Budding Assay

293T cells in 6 cm plates were grown to 50%–60% confluence and transfected with the plasmids
indicated below. Empty pCAGGS plasmids were used to equalize the DNA amount for transfections.
At 36 h, the post-transfection cells and the culture medium were collected and centrifuged, as described
previously [24].

2.4. Protease Protection Assay

VLPs from the medium of cells that were transfected with Flag-tagged wild-type F were prepared
as described above. Four aliquots were treated as described previously [24]. Subsequently, samples
were mixed with SDS-PAGE loading buffer and boiled for Western analysis.

2.5. Immunofluorescence and Confocal Microscopy

Hela cells in 12-well plates were cultured on glass coverslips. The plasmids’ DNA indicated
below were transfected by using Lipofectamine 2000 (Invitrogen, Carlsbad, CA, USA) when the cell
confluency grew to 50%–60%. At 24 h post-transfection, the cells were washed three times with
cold Phosphate buffer saline (PBS), fixed with 0.4% paraformaldehyde, and permeabilized with 0.2%
Triton X-100 for 20 min. at room temperature. The permeabilized cells were blocked for 1 h in PBS,
supplemented with 3% bovine serum albumin (BSA) at room temperature, followed by the primary
mouse monoclonal anti-Flag antibody (Sigma; 1:1000) in blocking buffer for 2 h at 4 ◦C, followed by
goat anti-mouse IgG fluorescein secondary antibody (Thermo; 1:200) for 45 min. at room temperature.
After being washed three times with cold 1% BSA, the coverslips were turned over and mounted onto
one drop of histology mounting medium (Fluoroshield with 4′,6-diamidino-2-phenylindole (DAPI);
Sigma-Aldrich, St. Louis, MO, USA) on glass slides. Confocal images were collected to detect the
location of F using an Olympus confocal FV 1000 microscope.

2.6. Transfection and Recovery of Recombinant HPIV3F-Flag

293-T7 cells in six-well plates, grown to 40% confluence, were transfected with PGEM4-N (400 ng),
PGEM4-P (400 ng), PGEM4-L (200 ng), and Pocus-HPIV3F-Flag (4 µg) via calcium phosphate transfection
at 37 ◦C. Recombinant HPIV3 was recovered, as described previously [25].

2.7. Raft Flotation Assay

293T cells that were cultured in 175 mm were transfected with HPIV3 proteins or infected with
HPIV3F-Flag. The cells were harvested by scraping and pelleted by low-speed centrifugation in an
Eppendorf centrifuge (4000 rpm for 3 min) at 4 ◦C and then lysed in 2 mL of cold TNE buffer (50 mM
Tris (pH 7.4), 150 mM NaCl, 5 mM Ethylenediaminetetraacetic acid disodium salt (EDTA) containing
1% Triton-X 100 on ice for 30 min. The cell lysates were centrifuged at 4000 rpm for 10 min. at 4 ◦C.
Each clarified supernatant (2 mL) was mixed with 2 mL of 80% sucrose in TNE buffer containing 1%
Triton-X 100 to a final sucrose concentration of 40%. Subsequently, 3.66 mL of the mixture was placed
at the bottom of the 12-mL ultracentrifuge tube and overlaid with 4.58 mL of 35% sucrose and 2.75
mL of 5% sucrose in TNE buffer containing 1% Triton-X 100. 11 1-mL fractions were collected and
subjected to trichloroacetic acid precipitation after centrifugation at 35,000 rpm for 16 h at 4 ◦C in a
P40ST rotor (Hitachi, Tokyo, Japan). The concentrated samples were mixed with SDS-PAGE loading
buffer and then boiled at 100 ◦C for 10 min. The proteins in each layer were detected by sodium dodecyl
sulfate polyacrylamide gel electrophoresis with anti-HA, anti-Flag, anti-Myc, anti-HN, anti-CD71, and
anti-Caveolin-1 as the primary antibodies.

2.8. Cholesterol Extraction and Measurement

293T cells in 12-well plates, grown to 70%–90%, were resuspended with 1 mL of cold PBS and then
pelleted by centrifugation at 13,000 rpm for 1 min. at 4 ◦C. Afterwards, 600 µL of mixed solution of
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trichloromethane and methanol in a volume ratio of 2 to 1 were added to the pelleted cells. After being
incubated in a shaker at 250 rpm for 2 h at 37 ◦C, 400 µL of deionized water was added, the solution was
mixed on a Vortex Oscillator for 10 s, and then left standing still for 10 min. The mixed solution was
centrifuged at 13,000 rpm for 10 min, and then the organic phase under the solution was transferred
into a new tube. The organic phase was evaporated at 55 ◦C for 3 h. Subsequently, 200 µL of the reaction
buffer was added to the bottom of the tube to resuspend the cellular cholesterol. The cholesterol
in 293T cells was measured by using the AmplexTM Red Cholesterol Assay Kit, according to the
manufacturer’s protocol. For the measurement of virus cholesterol, HPIV3 virions, which were purified
through a cushion of 20% sucrose was used, as the pelleted cells were subjected to the same steps to
extract cholesterol.

2.9. Virus Infection and Plaque Assay

MK2 cells that were cultured in 24-well plates with 60%–70% confluency were infected with
MβCD-pretreated or untreated HPIV3 at an MOI of 0.05 PFU/cell for 30 min. at 37 ◦C with 5% CO2;
then, the virus was removed and replaced with fresh DMEM containing 10% FBS. For the plaque
assay, following the infection procedure, a virus-containing culture was serially diluted 10-fold up to
105. MK2 cells in 24-well plates with 60%–70% confluence were infected with 200 µL of the dilutions.
After infection for 2 h at 37 ◦C, the virus-containing medium was replaced with methylcellulose, the
cell plates were incubated for another 5–7 days to detect any visible viral plaques, and finally the
plaques were counted using 0.5% crystal violet staining.

2.10. qRT-PCR Assay

Cell and virus RNA was extracted by TRIzol and reverse transcripted with primers
Oligo(dt) and HPIV3-N-R(5′-3′AATTCCATACCTGATTGTATT). Subsequently, q-PCR was done
with Quant one step qRT-PCR Kit SYBR Green kits from TIANGEN with primers
GAPDH-F(5′-3′CTCTGCTCCTCCTGTTCGAC), GAPDH-R(5′-3′CGCCCGCGTCCGGCCTACACA),
HPIV3-N-R(5′-3′AATTCCATACCTGATTGTATT), and HPIV3-N-F(5′-3′ATCAGATTGGGTCAATCAT),
according to the manufacturer’s protocol.

2.11. Methyl-β-Cyclodextrin Treatment of Cells and Virions

293T cells in 12-well plates were grown to 70%–90% confluency and washed twice with medium
containing no FBS, and then 1 mL of media with final concentrations of MβCD of 0 mM, 2 Mm, 5 mM,
and 10 mM were added in the plates at 37 ◦C for 30 min. After treatment with MβCD, the cells were
washed twice with fresh medium containing 10% FBS. For treatment HPIV3 virions, 1 mL of cell-free
HPIV3 virus were added to MβCD at different final concentrations at 37 ◦C for 30 min, layered onto a
cushion of 20% (wt./vol) sucrose in PBS, and subsequently ultracentrifuged on a P55ST2 rotor (Hitachi)
at 35,000 rpm for 1 h at 4 ◦C to remove MβCD. The purified virus was resuspended in 50 µL PBS for
cell infection.

2.12. Virus Binding and Internalization Assays

293T cells were cultured at 1 × 105 cells/well in six-well plates for 24 h before infection. To measure
binding ability, the cells were incubated for 1 h at 4 ◦C before exposure to MβCD-pretreated HPIV3
virions. After 1 h of infection, the cells were washed five times with ice-cold PBS, and then cells were
collected by centrifugation at 13,000 rpm for 1 min, followed by lysis with 1 mL of TRIzol reagent
(Invitrogen) to extract the total RNA for RT-PCR detection. To measure internalization, following the
virus binding procedure, 293T cells were warmed to 37 ◦C and maintained for 2 h, after which the cells
were treated with 0.25% trypsin for 5 min. at 37 ◦C.
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3. Results

3.1. The HPIV3 F Protein Alone Is Sufficient to Release VLPs

Previous studies showed that the F protein of nipah [26] virus and hendra [27] virus can release
VLPs when expressed alone. Thus, we wanted to determine whether the F protein of HIPV3 also
bears a similar function. To explore detailed assembly and budding processes of HPIV3, the plasmids
of the HPIV3 F protein with a flag tag at the C terminal were constructed and transfected into
293T cells. Subsequently, 36 h after transfection, cell supernatants were collected and subjected
to ultracentrifugation through a 20% (wt./vol) sucrose cushion to pellet VLPs for western blotting
(WB). The result of WB with the anti-Flag antibody showed that two prominent bands with apparent
molecular masses of 62 kDa (F0) and 50 kDa (F1) were detected in the lysates and VLPs (Figure 1A).
Interestingly, F0 was the main product in the cell lysates, but F1 was the main cleavage product in
the VLPs. To further examine whether VLPs are present in the membrane-bound form, a protease
protection assay of VLPs was performed. The purified VLPs of the HPIV3 F protein were left untreated
or treated with Triton X-100, trypsin, or Triton X-100 plus trypsin. In the VLPs that were treated
with trypsin alone, no significant digestion of the F protein was observed when compared with
the untreated samples. The F protein remained unchanged when it was treated with Triton X-100
alone. However, when treated with trypsin plus Triton X-100, F0 and F1 in the VLPs were completely
degraded (Figure 1B), which suggested that the F protein was released into the culture medium in a
membrane-protected form. In addition, our previous studies showed that the expression of the HPIV3
wild-type M protein, but not ML302A (a mutant of the M protein that is unable to form VLPs), can form
a filamentous structure at the edge of the cell membrane [24], which indicates that the formation of the
filamentous structure at the edge of the cell membrane is auxiliary evidence for evaluating whether a
transfected protein can form VLPs. Therefore, immunofluorescence experiments were performed to
locate the F protein in the transfected cells, and we found that the filamentous structures formed by
the expression of the F protein are similar to that formed by the M protein (Figure 1C). Furthermore,
the morphology of the F protein VLPs, determined by electron microscopy (Figure 1D), was also similar
to that of the M protein and virions of HPIV3, as previously described [24]. The above results show
that the F protein expression alone is sufficient to release VLPs.
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supernatant from transfected cells and form virus-like particles (VLPs). (A) 293T cells were transfected
with the indicated plasmids for 36 h. The cell lysates and VLPs were prepared as described in Section 2,
and then, the samples were subjected to western blot analysis (WB) by using anti-Flag and anti-GAPDH
antibodies (Abs). Arrows indicate the bands of the detected proteins. (B) A protease protection assay
of the HPIV3 F protein VLPs was performed, as described in Section 2 and then analyzed via WB with
an anti-Flag antibody. (C) Cellular localization of the HPIV3 F protein. Hela cells were transfected
with the plasmid encoding wild-type F, fixed 24 h after transfection, stained with an anti-Flag Ab, and
visualized via confocal microscopy as describe in Section 2. Arrows indicate the filamentous structure
formed by the F protein. (D) Representative TEM graphs of the F protein VLPs. VLP samples were
prepared as previously described and then visualized by transmission electron microscopy. (E) The
F protein was transfected with M/ML302A in 293T cells, and 36 h post-transfection, the cell lysates
and VLPs were prepared as described in Section 2. Then, the samples were subjected to western blot
analysis by using anti-Flag, anti-GAPDH, and anti-Myc Abs. Arrows indicate the bands of the detected
proteins. Error bars, mean ± SD of three experiments. Student’s t test; * p < 0.05; ** p < 0.01; *** p < 0.001;
**** p < 0.0001; NS, non-significant.

3.2. The F Protein Regulates VLP Formation and Release of the M Protein

Knowing that the respective expression of the F and M proteins of HPIV3 alone can release VLPs,
we co-expressed the M protein or the ML302A protein with the F protein, respectively, to investigate the
relationship between the F and M proteins. We found that the ability of the wild-type M protein to
form VLPs was inhibited in the presence of the F protein, while the VLP formation ability of ML302A

was partially rescued by co-expression with the F protein (Figure 1E). These results suggest that the F
protein plays a critical role in the virion assembly of HPIV3 by association with the M protein and the
regulation of the release of the M protein.

3.3. Recovery of Recombinant HPIV3F-Flag

Due to the F protein of HPIV3 playing a key role in the formation of HPIV3 particles, studying the
localization of the F protein in HPIV3-infected cells is important in exploring the mechanism of HPIV3
assembly and budding. Therefore, a recombinant HPIV3 with a Flag tag at the C-terminal of the F
protein was constructed and rescued by using reverse genetics. Figure 2A shows the construction mode.
In order to verify the recombinant HPIV3 virus, western blot was performed to detect Flag signals in the
lysates of cells that were mock-infected, HPIV3-infected, and HPIV3F-Flag-infected. Our results show
that Flag-tagged F0 and F1 can be clearly detected in HPIV3F-Flag-infected cells, but not mock-infected or
HPIV3-infected cells. Although, with nearly same expression level of the HN protein in HPIV3-infected
and HPIV3F-Flag-infected cells, these results indicate that a Flag tag was successfully added to the
C-terminal of the F protein in HPIV3 (Figure 2B). Simultaneously, we also found that the addition of a
Flag tag to the C-terminal of the F protein did not affect the virus growth ability (Figure 2C). When
considering the possibility that the F protein may aggregate at the virions’ assembly and budding site
in virus-infected cells, immunofluorescence was performed to detect the location of the F protein in
the HPIV3F-Flag-infected cells. Similar to the result of WB, the immunofluorescence results show that
a Flag tag signal can only be detected in cells that were infected with HPIV3F-Flag. Visible syncytia
were also observed in the HPIV3- and HPIV3F-Flag-infected cells, but not in the mock-infected cells
(Figure 2D). Although we did not find any aggregation of the F protein in HPIV3F-Flag-infected cells,
interestingly a filamentous structure that was formed by the F protein was observed at the edge of
the plasma membrane in HPIV3F-Flag-infected cells. Nevertheless, the functions of those filamentous
structures in the life cycle of HPIV3 remain to be further studied.



Viruses 2019, 11, 438 7 of 15Viruses 2018, 10, x FOR PEER REVIEW  7 of 14 

 

 

Figure 2. Recovery of recombinant HPIV3F-Flag. (A) Recombinant virus HPIV3F-Flag construction mode. 
(B) Hela cells were mock-infected or infected with wild-type HPIV3 or HPIV3F-Flag. At 24 h post-
infection, cell lysates were subjected to WB as described in Section 2 with anti-Flag, anti- 
hemagglutinin-neuraminidase (HN), and anti-GAPDH Abs. (C) The growth properties of HPIV3 and 
HPIV3F-Flag. MK2 cells were infected with HPIV3 or HPIV3F-Flag at a multiplicity of infection (MOI) of 
1; titers of supernatants that were harvested at 6, 14, 22, and 30 h after virus infection were examined. 
(D) Cellular localization of the HPIV3F-Flag F protein. Hela cells were mock-infected or infected with 
wild-type HPIV3 or HPIV3F-Flag. At 24 h post-infection, the cells were stained with anti-Flag and 
visualized via confocal microscopy, as described in Section 2. The arrows indicate the filamentous 
structure formed by HPIV3F-Flag. 

3.4. The F Protein, HN Protein, and Virus Genome Localized in Lipid Rafts in HPIV3F-Flag-infected Cells 

It has been established that lipid rafts can act as an assembly and budding site for many viruses 
[14,15,28]. For these viruses, glycoproteins and viral genomes can usually be enriched in lipid rafts. 
Therefore, in order to verify whether the lipid rafts have such a role in the life cycle of HPIV3, we 
infected 293T cells with HPIV3F-Flag or separately expressed the F protein, HN protein, M protein, N 
protein, and P protein in 293T cells, and the cells were lysed with a lysis buffer containing 1% Triton 
X-100 at 4 °C for 30 min. The lipid rafts were separated by sucrose density gradient centrifugation. 
The virus genome RNA in each separation layer, which was acquired from cryogenic 
ultracentrifugation, was examined by RT-PCR. Endogenous caveolin-1 protein was used as a marker 
of lipid rafts, and CD71 was used as a marker for non-lipid rafts. The results show that most of the F 
and HN proteins were enriched in lipid rafts; only a small fraction of the M and P proteins were 
localized in lipid rafts, while none of the N protein was observed in the layer of lipid rafts in the 
plasmid-transfected cells (Figure 3A). Correspondingly, large amounts of the F and HN proteins were 
also detected in lipid rafts in HPIV3F-Flag-infected cells (Figure 3A), whereas the M protein, N protein, 
and P protein were not examined due to the lack of specific antibodies, which suggests that HPIV3 is 
likely to use lipid rafts to enrich viral proteins for virus assembly and budding. To further confirm 
whether the genome RNA of HPIV3F-Flag is also located in lipid rafts, the HPIV3-infected cells were 
examined by RT-PCR with specific primers targeting the N gene (Figure 3B). The result show that 
part of the viral genome in HPIV3F-Flag-infected cells moved from the bottom to the higher lipid raft 
layers (Figure 3C), which suggests that HPIV3 nucleocapsids localize in lipid rafts in virus-infected 

Figure 2. Recovery of recombinant HPIV3F-Flag. (A) Recombinant virus HPIV3F-Flag construction
mode. (B) Hela cells were mock-infected or infected with wild-type HPIV3 or HPIV3F-Flag. At 24 h
post-infection, cell lysates were subjected to WB as described in Section 2 with anti-Flag, anti-
hemagglutinin-neuraminidase (HN), and anti-GAPDH Abs. (C) The growth properties of HPIV3 and
HPIV3F-Flag. MK2 cells were infected with HPIV3 or HPIV3F-Flag at a multiplicity of infection (MOI) of
1; titers of supernatants that were harvested at 6, 14, 22, and 30 h after virus infection were examined.
(D) Cellular localization of the HPIV3F-Flag F protein. Hela cells were mock-infected or infected with
wild-type HPIV3 or HPIV3F-Flag. At 24 h post-infection, the cells were stained with anti-Flag and
visualized via confocal microscopy, as described in Section 2. The arrows indicate the filamentous
structure formed by HPIV3F-Flag.

3.4. The F Protein, HN Protein, and Virus Genome Localized in Lipid Rafts in HPIV3F-Flag-Infected Cells

It has been established that lipid rafts can act as an assembly and budding site for many
viruses [14,15,28]. For these viruses, glycoproteins and viral genomes can usually be enriched in lipid
rafts. Therefore, in order to verify whether the lipid rafts have such a role in the life cycle of HPIV3,
we infected 293T cells with HPIV3F-Flag or separately expressed the F protein, HN protein, M protein,
N protein, and P protein in 293T cells, and the cells were lysed with a lysis buffer containing 1% Triton
X-100 at 4 ◦C for 30 min. The lipid rafts were separated by sucrose density gradient centrifugation.
The virus genome RNA in each separation layer, which was acquired from cryogenic ultracentrifugation,
was examined by RT-PCR. Endogenous caveolin-1 protein was used as a marker of lipid rafts, and
CD71 was used as a marker for non-lipid rafts. The results show that most of the F and HN proteins
were enriched in lipid rafts; only a small fraction of the M and P proteins were localized in lipid
rafts, while none of the N protein was observed in the layer of lipid rafts in the plasmid-transfected
cells (Figure 3A). Correspondingly, large amounts of the F and HN proteins were also detected in
lipid rafts in HPIV3F-Flag-infected cells (Figure 3A), whereas the M protein, N protein, and P protein
were not examined due to the lack of specific antibodies, which suggests that HPIV3 is likely to use
lipid rafts to enrich viral proteins for virus assembly and budding. To further confirm whether the
genome RNA of HPIV3F-Flag is also located in lipid rafts, the HPIV3-infected cells were examined by
RT-PCR with specific primers targeting the N gene (Figure 3B). The result show that part of the viral
genome in HPIV3F-Flag-infected cells moved from the bottom to the higher lipid raft layers (Figure 3C),
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which suggests that HPIV3 nucleocapsids localize in lipid rafts in virus-infected cells. Furthermore,
we found that whether in VLP or in lipid rafts, the F proteins were mainly in the form of F1, while, in
cell lysates, the F protein mainly exists in the form of F0. Meanwhile, the existing form of the F protein
in HPIV3F-Flag and purified virions was mainly in the form of F1 (Figure 3D). These results suggest
that HPIV3 may assemble and bud from lipid rafts.
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Figure 3. The F, HN, and matrix (M) proteins and virus genome accumulate in lipid rafts. (A) 293T cells
were transfected with F, HN, M, N, and P proteins or infected with HPIV3F-Flag. Afterwards, 36 h
post-transfection or 24 h post-infection, the cells were extracted with 1% Triton X-100 at 4 ◦C. The lysates
were loaded at the bottom of a flotation sucrose density gradient and subjected to equilibrium
centrifugation. The gradient was fractionated from the top, and samples were analyzed by WB with
anti-Flag, anti-HA, anti-Myc, anti-HN, anti-Caveolin-1, and anti-CD71 Abs. (B) The mode that purified
HPIV3F-Flag virions or HPIV3F-Flag-infected cells were loaded at the bottom of a flotation sucrose density
gradient. (C) Extracted RNA from each fraction was amplified targeting the HPIV3 N gene by RT-PCR
and then examined. (D) The F protein in mock-infected, HPIV3F-Flag-infected cells, and purified virions.
MK2 cells were mock-infected or HPIV3F-Flag-infected at a MOI of 0.1. At 36 h post-infection, cells
supernatants were subjected to ultracentrifugation through a 20% sucrose cushion to pellet the virions,
and cells were lysed, as described in Section 2.

3.5. Disruption of Lipid Rafts from Cellular Membranes Does Not Prevent HPIV3 Infection and Budding

Knowing that the virus genome RNA, F protein, and HN protein can move into the lipid raft layer
in virus-infected cells, the potential function of lipid rafts in the life cycle of HPIV3 was detected by
treating 293T cells with various concentrations of MβCD, which is a drug that can destroy lipid rafts of
cell plasma membrane by effectively depriving them of cholesterol [29]. First, we examined the total
cholesterol content of cells that were treated with various concentrations of MβCD using an AmplexTM

Red Cholesterol Assay kit. The results show that, when the concentration of MβCD reaches 5 mM,
the total cellular cholesterol content has been reduced by half, and, when the concentration of MβCD
reaches 10 mM, the total cell cholesterol content has decreased by about 75% (Figure 4A). Second,
in order to prove that MβCD can indeed destroy lipid rafts, 293T cells that were transfected with the
F protein, HN protein, and M protein were exposed to increasing concentrations of MβCD, and the
distribution of viral proteins and endogenous Caveolin-1 in the lipid raft layers were examined by
WB. The results show that, as the MβCD concentration increased, the viral proteins and endogenous
Caveolin-1 gradually decreased in lipid rafts, which suggests that MβCD can effectively destroy lipid
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rafts (Figure 4B). Subsequently, we analyzed the generation of HPIV3F-Flag virions that were treated
with different concentrations of MβCD for 30 min. at 37 ◦C. We added serum-free medium to the cell
culture dish after adding cells treated with MβCD in order to avoid the effect of cholesterol in the
culture medium on the function of lipid rafts, and 6 h post-infection, the supernatants were collected
to detect viral titers. The results show that there is no effect on viral budding when cells are treated
with MβCD, suggesting that viruses released from MβCD-treated cells still have sufficient cholesterol,
which demonstrates that HPIV3 does not directly utilize the lipid rafts of cell membranes for assembly
and budding (Figure 4C). Afterwards, EV71 was taken as a positive control, for which it has been
reported that the entry of a virus is dependent on the cell membrane lipid rafts to detect whether
damage to cell membrane lipid rafts affects HPIV3 infection [30]. We treated cells with MβCD before
infection, and. at 24 h post-infection, the cells were lysed, as described in Section 2 and subjected to
western blot with anti-HN and anti-GAPDH antibodies (Abs). Our results show that the destruction of
cell membrane lipid rafts with MβCD affects the infection of EV71, but not HPIV3, which means that
the infection of HPIV3 is not dependent on cell membrane lipid rafts (Figure 4D).

Viruses 2018, 10, x FOR PEER REVIEW  9 of 14 

 

were treated with different concentrations of MβCD for 30 min. at 37 °C. We added serum-free 
medium to the cell culture dish after adding cells treated with MβCD in order to avoid the effect of 
cholesterol in the culture medium on the function of lipid rafts, and 6 h post-infection, the 
supernatants were collected to detect viral titers. The results show that there is no effect on viral 
budding when cells are treated with MβCD, suggesting that viruses released from MβCD-treated 
cells still have sufficient cholesterol, which demonstrates that HPIV3 does not directly utilize the lipid 
rafts of cell membranes for assembly and budding (Figure 4C). Afterwards, EV71 was taken as a 
positive control, for which it has been reported that the entry of a virus is dependent on the cell 
membrane lipid rafts to detect whether damage to cell membrane lipid rafts affects HPIV3 infection 
[30]. We treated cells with MβCD before infection, and. at 24 h post-infection, the cells were lysed, as 
described in Section 2 and subjected to western blot with anti-HN and anti-GAPDH antibodies (Abs). 
Our results show that the destruction of cell membrane lipid rafts with MβCD affects the infection of 
EV71, but not HPIV3, which means that the infection of HPIV3 is not dependent on cell membrane 
lipid rafts (Figure 4D). 

 
Figure 4. Destruction of lipid rafts of cellular membranes did not prevent HPIV3 infection and 
budding. (A) 293T cells were incubated with various concentrations of methyl-β-cyclodextrin (MβCD) 
at 37 °C. Subsequently, 30 min. after treatment with MβCD, cellular cholesterol was measured by an 
AmplexTM Red Cholesterol Assay Kit according to the manufacturer’s protocol. (B) 293T cells were 
transfected with the indicated plasmids. Then, 36 h post-transfection, the cells were incubated with 
various concentrations of MβCD at 37 °C. Next, 30 min. after treatment with MβCD, the cells were 
extracted with 1% Triton X-100 at 4 °C. The lysate was loaded at the bottom of a flotation sucrose 
density gradient and subjected to equilibrium centrifugation. Fractions of lipid rafts and non-lipid 
rafts were analyzed by WB with anti-Flag, anti-HA, anti-Myc, and anti-Caveolin-1 Abs. (C) 293T cells 
were infected with HPIV3 at a MOI of 0.1. Afterwards, 12 h post-infection, the cells were treated with 
the indicated MβCD for 30 min, and 12 h after treatment with MβCD, the supernatant of the cells was 

Figure 4. Destruction of lipid rafts of cellular membranes did not prevent HPIV3 infection and budding.
(A) 293T cells were incubated with various concentrations of methyl-β-cyclodextrin (MβCD) at 37 ◦C.
Subsequently, 30 min. after treatment with MβCD, cellular cholesterol was measured by an AmplexTM

Red Cholesterol Assay Kit according to the manufacturer’s protocol. (B) 293T cells were transfected
with the indicated plasmids. Then, 36 h post-transfection, the cells were incubated with various
concentrations of MβCD at 37 ◦C. Next, 30 min. after treatment with MβCD, the cells were extracted
with 1% Triton X-100 at 4 ◦C. The lysate was loaded at the bottom of a flotation sucrose density gradient
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and subjected to equilibrium centrifugation. Fractions of lipid rafts and non-lipid rafts were analyzed
by WB with anti-Flag, anti-HA, anti-Myc, and anti-Caveolin-1 Abs. (C) 293T cells were infected with
HPIV3 at a MOI of 0.1. Afterwards, 12 h post-infection, the cells were treated with the indicated MβCD
for 30 min, and 12 h after treatment with MβCD, the supernatant of the cells was collected, and the
virus titers were measured. (D) 293T cells were incubated with MβCD and cholesterol as indicated.
Next, the cells were infected with HPIV3F-Flag or EV71. Then, 12 h post-infection, cell lysates were
subjected to WB as described in Section 2 with anti-HN, anti-VP1, and anti-GAPDH Abs. Error bars,
mean ± SD of three experiments. Student’s t test; * p < 0.05; ** p < 0.01; *** p < 0.001; **** p < 0.0001;
NS, non-significant.

3.6. Depletion of Viral Envelope Cholesterol Markedly Reduces Infectivity of HPIV3

When considering that HPIV3 may assemble and bud in lipid rafts and cholesterol is a component
of lipid rafts on the viral envelope, the relative content and the function of cholesterol on the HPIV3
envelope were detected by virions that were treated with MβCD. First, the relative cholesterol
content of a virus that was treated with various concentrations of MβCD for 30 min. at 37 ◦C was
determined by using an AmplexTM Red Cholesterol Assay kit, according to the manufacturer’s protocol.
The fluorescence results that were detected by the kit showed a dose-dependent drop in the level of
virus cholesterol (Figure 5A). Second, the MβCD-treated virus was subjected to sucrose concentration
gradient centrifugation to remove any residual drug, and the relative number of genomes of the
virus were detected by RT-QPCR to rule out the possibility that the viral genome may be lost by
consuming the viral envelope’s cholesterol, and our results show that the MβCD treatment produced
the specific and efficient depletion of envelope cholesterol without leaking the virus genome (Figure 5B).
The MβCD-treated virus was repurified through a sucrose cushion, the numbers of the HN and F
proteins on the viral envelope were detected by western, and the virions were negative stained to
detect the integrity of the virions to further demonstrate that the MβCD-treated virions were still intact.
Our results show that the MβCD-treated virus has the same number of HN and F proteins as the
untreated virions (Figure 5C). The electron micrographs also showed that MβCD-treated or untreated
virions were similar in morphology, and they all had a complete membrane structure (Figure 5D).
Subsequently, cells that were infected with the purified virus that were treated or mock-treated by
MβCD detected the role of virus envelope cholesterol in HPIV3 infection. The western blot results show
that the expression of the HN protein in cells that were infected with MβCD-treated HPIV3F-Flagwas
gradually reduced in a dose-dependent manner (Figure 5E). Viral titers were detected by counting
plaque-forming units to demonstrate that the reduction in the HN protein expression is due to a
reduction in viral infectivity (Figure 5F). These results suggest that the HPIV3 virus envelope contains
cholesterol coming from the host cells, and the reduction of cholesterol on the viral envelope results in
attenuated infectivity.
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Figure 5. Infectivity of cholesterol-depleted HPIV3 was markedly reduced. (A) HPIV3F-Flag virus
was pretreated with various concentrations of MβCD or left untreated, and then, the virions were
repurified using a sucrose cushion in order to analyze the cholesterol content using an AmplexTM Red
Cholesterol Assay Kit according to the manufacturer’s protocol. (B) The relative number of the genomes
of the sucrose-cushion-repurified virus that was treated with MβCD and cholesterol were detected by
Q-PCR. (C) The number of the HN and F proteins on the repurified MβCD-treated HPIV3 virions were
detected by WB. (D) Electron microscope image of MβCD-treated virus. The sucrose-cushion-repurified
HPIV3 virus that was treated with MβCD was negative stained and observed by electron microscope.
(E) 293T cells were infected with sucrose-cushion-repurified virus that was treated with various
concentrations of MβCD and cholesterol, and at 24 h post-infection, the cell lysate was analyzed by WB
with anti-HN and anti-GAPDH Abs. (F) Viral titers of MβCD-treated or untreated HPIV3. Error bars,
mean ± SD of three experiments. Student’s t test; * p < 0.05; ** p < 0.01; *** p < 0.001; **** p < 0.0001;
NS, non-significant.

3.7. Cholesterol-Depleted HPIV3F-Flag Particles are Defective for Internalization

It has been shown that the binding of the HN protein to the sialic acid-containing receptors
initiates the infection of HPIV3, and a series of conformational changes in the F protein are induced
after binding. Subsequently, fusion between the viral envelope and cell membrane occurs. Finally, the
viral RNP complex is released into the cytoplasm of the target cell for a new round of virus transcription
and translation. To determine whether the viral envelope cholesterol plays a role in these events, virus
binding and internalization were separately measured by RT-QPCR. For this approach, the relative
number of genomes of the virus that were bound to the cell surface or being internalized in the cell
was used as a criterion for the ability of the virus to bind to target cells and the ability of the virus to
fuse with cell membranes. The results show that the reduction of cholesterol on the viral envelope did
not affect the binding of HPIV3 particles to target the cells (Figure 6A). However, a dose-dependent
defection for internalization was detected, and this result indicated that cholesterol on the HPIV3
envelope plays a key role in virus internalization (Figure 6B).
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Figure 6. Cholesterol-depleted HPIV3 particles are defective for internalization. (A) Virus-cell binding
assay. HPIV3F-Flag virus was treated with MβCD and cholesterol as indicated and was bound
to the surfaces of 293T cells on ice at a MOI of 1. Then, the cells were washed with cold PBS to
remove un-adsorbed virus, and total RNA was extracted from cells by using TRIzol according to the
manufacturer’s instructions. Then, RT-PCR assay was conducted to quantify the amount of cell-bound
viral RNA. (B) Internalization assay. Cells were warmed to 37 ◦C and maintained for 2 h, after which
they were treated with 0.25% trypsin for 10 min. at 37 ◦C, total RNA were extracted by TRIzol, and
then RT-PCR assay was conducted to quantify the amount of internalized viral RNA. Error bars,
mean ± SD of three experiments. Student’s t test; * p < 0.05; ** p < 0.01; *** p < 0.001; **** p < 0.0001;
NS, non-significant.

4. Discussions

In conclusion, the results that are presented in this paper show that the F protein is able to release
VLPs when it is expressed alone. The F protein has the ability to regulate the M protein’s formation
of VLPs. The F protein, HN protein, M protein, and virus genome can be enriched in lipid rafts to
different degrees in HPIV3-infected cells. The depletion of cholesterol on the HPIV3 envelope by
incubating the virus with MβCD, which results in a significant inhibition of virus infectivity, was most
likely caused by an inhibition of virus fusion.

Viral assembly and budding are critical steps in the viral life cycle. VLP systems have been proven
to be practical tools in studying viral assembly and budding and determining the individual roles of
different viral proteins in virion formation. For many paramyxoviruses, the M proteins drive viral
assembly and budding. The M proteins of HPIV3 [24], Sendai virus (Sev) [31], Newcastle disease
virus [32], and Ebola virus [33] can all be released into the culture medium when they are expressed
alone; however, the Fusion protein has been reported to be an important or essential factor in virus
budding, as the Nipah virus (Niv) F protein [34] and Hendra virus F protein [27] can autonomously
induce the formation of VLPs. We transfected the HPIV3 F protein alone in 293T cells based on
the above reports and found that the F protein can be secreted into the culture medium as VLPs.
To examine which protein has a leading role in the formation of HPIV3 virions, the F protein was
co-transfected with M or ML302A. We hypothesized that the ability of the HPIV3 F protein to regulate
the VLP formation of M and ML302A may be achieved by forming a complex with the M protein.
Our previous study showed that the M protein of HPIV3 can recruit the N protein and P protein
into VLPs [35]. We expected that both the encapsulation of the RNP complex by the M protein and
the regulation of the M protein by F protein and HN protein are critical processes in the budding of
HPIV3. Therefore, the regulation of the ability of the M protein to form VLPs by the F protein may be
biologically significant for HPIV3 budding, possibly by regulating the rate and orientation of VLP
formation of the M protein on the surface of the cell membrane.

A recombinant HPIV3F-Flag with a Flag tag at the C-terminal of the F protein was constructed
to study the assembly and budding of HPIV3, as we observed that the F protein of HPIV3 plays a
leading role in the formation of VLPs. We found that the F protein, HN protein, and virus genome
can be detected in lipid rafts in HPIV3F-Flag-infected cells. These results suggest that HPIV3 may use
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lipid rafts to recruit viral glycoproteins and virus genome for virion assembly and budding. However,
we found that the use of MβCD to remove cholesterol from the cell membrane did not affect the
budding and infectivity of HPIV3. There are two possible reasons for this: The first is that, although
the cell membrane lipid rafts are destroyed, the residual cholesterol remains reconstituted for the virus,
so the virions that are released from MβCD-treated cells still have the same infectivity as untreated
cells, and the second is that HPIV3 might acquire the envelope cholesterol before it begins budding out
from the cell membrane. In addition, the cytoplasm contains many cell structures accompanied by
lipid rafts and enzymes that are associated with the cleavage of the F protein, and all of these provide
a powerful possibility for HPIV3 to assemble and mature in the lipid rafts of the cytoplasm. If the
virus assembles and germinates in the lipid rafts, it is possible for it to obtain cholesterol from the host
cells, as previous studies have suggested that cholesterol on the virus envelope plays a key role in the
infection of Borna disease virus [21], Human herpesvirus type 6 [19], Hepatitis C virus [22], Human
immunodeficiency virus type 1 [36], Influenza virus [37], and Dengue virus [20]. The depletion of the
virus envelope cholesterol leads to the inability of the viral envelope and cell membrane to fuse. As the
cholesterol/phospholipid ratios of membranes affect the bilayer fluidity, the depletion of cholesterol
on the virus envelope may make the envelop itself less rigid and may inhibit the conformational
change in the glycoproteins that is required for fusion. Our results show that the envelope of HPIV3
contains abundant cholesterol, and cholesterol on the HPIV3 envelope was necessary for infection.
The infectivity of inactivated HPIV3 by MβCD was partially rescued when the virion suspensions
were treated with exogenous water-soluble cholesterol. The RT-QPCR results in Figure 6 show that the
reduction of the viral envelope cholesterol mainly leads to the virus not being able to fuse with the
plasma membrane without affecting the binding of the virus to the target cells. These experimental
results indicate that HPIV3 is likely to assemble in lipid rafts and to acquire cholesterol on the viral
envelope for effective infection.

Author Contributions: Q.T. did the experiments and wrote the manuscript. P.L. did most of the experiments
during revision. M.C. and Y.Q. supervised the research.

Funding: This research was funded by a grant from the China Natural Science Foundation (81871650 and 31630086)
and the Natural Science Foundation of Hubei Province Innovation Group (2017CFA022).

Acknowledgments: Authors acknowledge the technical support from Jian Wei.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Porotto, M.; Murrell, M.; Greengard, O.; Doctor, L.; Moscona, A. Influence of the human parainfluenza
virus 3 attachment protein’s neuraminidase activity on its capacity to activate the fusion protein. J. Virol.
2005, 79, 2383–2392. [CrossRef]

2. Simons, K.; Toomre, D. Lipid rafts and signal transduction. Nat. Rev. Mol. Cell Biol. 2000, 1, 31–39. [CrossRef]
3. Rajendran, L.; Simons, K. Lipid rafts and membrane dynamics. J. Cell Sci. 2005, 118, 1099–1102. [CrossRef]

[PubMed]
4. Viard, M.; Parolini, I.; Sargiacomo, M.; Fecchi, K.; Ramoni, C.; Ablan, S.; Ruscetti, F.W.; Wang, J.M.;

Blumenthal, R. Role of cholesterol in human immunodeficiency virus type 1 envelope protein-mediated
fusion with host cells. J. Virol. 2002, 76, 11584–11595. [CrossRef]

5. Norkin, L.C.; Anderson, H.A.; Wolfrom, S.A.; Oppenheim, A. Caveolar endocytosis of simian virus 40 is
followed by brefeldin A-sensitive transport to the endoplasmic reticulum, where the virus disassembles.
J. Virol. 2002, 76, 5156–5166. [CrossRef]

6. Marjomäki, V.; Pietiäinen, V.; Matilainen, H.; Upla, P.; Ivaska, J.; Nissinen, L.; Reunanen, H.; Huttunen, P.;
Hyypiä, T.; Heino, J. Internalization of echovirus 1 in caveolae. J. Virol. 2002, 76, 1856–1865. [CrossRef]

7. Barman, S.; Nayak, D.P. Analysis of the transmembrane domain of influenza virus neuraminidase, a type II
transmembrane glycoprotein, for apical sorting and raft association. J. Virol. 2000, 74, 6538–6545. [CrossRef]
[PubMed]

http://dx.doi.org/10.1128/JVI.79.4.2383-2392.2005
http://dx.doi.org/10.1038/35036052
http://dx.doi.org/10.1242/jcs.01681
http://www.ncbi.nlm.nih.gov/pubmed/15764592
http://dx.doi.org/10.1128/JVI.76.22.11584-11595.2002
http://dx.doi.org/10.1128/JVI.76.10.5156-5166.2002
http://dx.doi.org/10.1128/JVI.76.4.1856-1865.2002
http://dx.doi.org/10.1128/JVI.74.14.6538-6545.2000
http://www.ncbi.nlm.nih.gov/pubmed/10864667


Viruses 2019, 11, 438 14 of 15

8. Skibbens, J.E.; Roth, M.G.; Matlin, K.S. Differential extractability of influenza virus hemagglutinin during
intracellular transport in polarized epithelial cells and nonpolar fibroblasts. J. Cell Biol. 1989, 108, 821–832.
[CrossRef]

9. Vincent, S.; Gerlier, D.; Manié, S.N. Measles virus assembly within membrane rafts. J. Virol. 2000, 74,
9911–9915. [CrossRef] [PubMed]

10. Henderson, G.; Murray, J.; Yeo, R.P. Sorting of the respiratory syncytial virus matrix protein into
detergent-resistant structures is dependent on cell-surface expression of the glycoproteins. Virology 2002,
300, 244–254. [CrossRef]

11. Rixon, H.W.; Brown, G.; Aitken, J.; Mcdonald, T.; Graham, S.; Sugrue, R.J. The small hydrophobic (SH)
protein accumulates within lipid-raft structures of the Golgi complex during respiratory syncytial virus
infection. J. Gen. Virol. 2004, 85, 1153–1165. [CrossRef] [PubMed]

12. Sanderson, C.M.; Avalos, R.; Kundu, A.; Nayak, D.P. Interaction of Sendai viral F, HN, and M proteins with
host cytoskeletal and lipid components in Sendai virus-infected BHK cells. Virology 1995, 209, 701–707.
[CrossRef] [PubMed]

13. Dolganiuc, V.; Mcginnes, L.; Luna, E.J.; Morrison, T.G. Role of the cytoplasmic domain of the Newcastle
disease virus fusion protein in association with lipid rafts. J. Virol. 2003, 77, 12968–12979. [CrossRef]
[PubMed]

14. Nguyen, D.H.; Hildreth, J.E.K. Evidence for budding of human immunodeficiency virus type 1 selectively
from glycolipid-enriched membrane lipid rafts. J. Virol. 2000, 74, 3264–3272. [CrossRef]

15. He, J.; Zheng, Y.W.; Lin, Y.F.; Mi, S.; Qin, X.W.; Weng, S.P.; He, J.G.; Guo, C.J. Caveolae restrict tiger frog virus
release in HepG2 cells and caveolae-associated proteins incorporated into virus particles. Sci. Rep. 2016, 6,
21663. [CrossRef]

16. Mazière, J.C.; Landureau, J.C.; Giral, P.; Auclair, M.; Fall, L.; Lachgar, A.; Achour, A.; Zagury, D.
Lovastatin inhibits HIV-1 expression in H9 human T lymphocytes cultured in cholesterol-poor medium.
Biomed. Pharmacother. 1994, 48, 63–67. [CrossRef]

17. Wang, X.; Hinson, E.R.; Cresswell, P. The interferon-inducible protein viperin inhibits influenza virus release
by perturbing lipid rafts. Cell Host Microbe. 2007, 2, 96–105. [CrossRef] [PubMed]

18. Laliberte, J.P.; McGinnes, L.W.; Peeples, M.E.; Morrison, T.G. Integrity of membrane lipid rafts is necessary
for the ordered assembly and release of infectious Newcastle disease virus particles. J. Virol. 2006, 80,
10652–10662. [CrossRef]

19. Huang, H.; Li, Y.; Sadaoka, T.; Tang, H.; Yamamoto, T.; Yamanishi, K.; Mori, Y. Human herpesvirus 6 envelope
cholesterol is required for virus entry. J. Gen. Virol. 2006, 87, 277–285. [CrossRef]

20. Carro, A.C.; Damonte, E.B. Requirement of cholesterol in the viral envelope for dengue virus infection.
Virus Res. 2013, 174, 78–87. [CrossRef]

21. Clemente, R.; de Parseval, A.; Perez, M.; de la Torre, J.C. Borna disease virus requires cholesterol in both
cellular membrane and viral envelope for efficient cell entry. J. Virol. 2009, 83, 2655–2662. [CrossRef]

22. Aizaki, H.; Morikawa, K.; Fukasawa, M.; Hara, H.; Inoue, Y.; Tani, H.; Saito, K.; Nishijima, M.; Hanada, K.;
Matsuura, Y.; et al. Critical role of virion-associated cholesterol and sphingolipid in hepatitis C virus infection.
J. Virol. 2008, 82, 5715–5724. [CrossRef]

23. Zhang, S.; Chen, L.; Zhang, G.; Yan, Q.; Yang, X.; Ding, B.; Tang, Q.; Sun, S.; Hu, Z.; Chen, M. An amino
acid of human parainfluenza virus type 3 nucleoprotein is critical for template function and cytoplasmic
inclusion body formation. J. Virol. 2013, 87, 12457–12470. [CrossRef]

24. Zhang, G.; Zhang, S.; Ding, B.; Yang, X.; Chen, L.; Yan, Q.; Jiang, Y.; Zhong, Y.; Chen, M. A leucine residue in
the C terminus of human parainfluenza virus type 3 matrix protein is essential for efficient virus-like particle
and virion release. J. Virol. 2014, 88, 13173–13188. [CrossRef]

25. Zhang, S.; Jiang, Y.; Cheng, Q.; Zhong, Y.; Qin, Y.; Chen, M. Inclusion body fusion of human parainfluenza
virus type 3 regulated by acetylated α-tubulin enhances viral replication. J. Virol. 2016, 91, e01802-16.
[CrossRef]

26. Johnston, G.P.; Contreras, E.M.; Dabundo, J.; Henderson, B.A.; Matz, K.M.; Ortega, V.; Ramirez, A.; Park, A.;
Aguilar, H.C. Cytoplasmic motifs in the Nipah virus fusion protein modulate virus particle assembly and
egress. J. Virol. 2017, 91, e02150-16. [CrossRef]

http://dx.doi.org/10.1083/jcb.108.3.821
http://dx.doi.org/10.1128/JVI.74.21.9911-9915.2000
http://www.ncbi.nlm.nih.gov/pubmed/11024118
http://dx.doi.org/10.1006/viro.2002.1540
http://dx.doi.org/10.1099/vir.0.19769-0
http://www.ncbi.nlm.nih.gov/pubmed/15105532
http://dx.doi.org/10.1006/viro.1995.1308
http://www.ncbi.nlm.nih.gov/pubmed/7778306
http://dx.doi.org/10.1128/JVI.77.24.12968-12979.2003
http://www.ncbi.nlm.nih.gov/pubmed/14645553
http://dx.doi.org/10.1128/JVI.74.7.3264-3272.2000
http://dx.doi.org/10.1038/srep21663
http://dx.doi.org/10.1016/0753-3322(94)90077-9
http://dx.doi.org/10.1016/j.chom.2007.06.009
http://www.ncbi.nlm.nih.gov/pubmed/18005724
http://dx.doi.org/10.1128/JVI.01183-06
http://dx.doi.org/10.1099/vir.0.81551-0
http://dx.doi.org/10.1016/j.virusres.2013.03.005
http://dx.doi.org/10.1128/JVI.02206-08
http://dx.doi.org/10.1128/JVI.02530-07
http://dx.doi.org/10.1128/JVI.01565-13
http://dx.doi.org/10.1128/JVI.01485-14
http://dx.doi.org/10.1128/JVI.01802-16
http://dx.doi.org/10.1128/JVI.02150-16


Viruses 2019, 11, 438 15 of 15

27. Cifuentes-Muñoz, N.; Sun, W.; Ray, G.; Schmitt, P.T.; Webb, S.; Gibson, K.; Dutch, R.E.; Schmitt, A.P.
Mutations in the transmembrane domain and cytoplasmic tail of Hendra virus fusion protein disrupt
virus-like particle assembly. J. Virol. 2017, 91, e00152-17. [CrossRef]

28. Bavari, S.; Bosio, C.M.; Wiegand, E.; Ruthel, G.; Will, A.B.; Geisbert, T.W.; Hevey, M.; Schmaljohn, C.;
Schmaljohn, A.; Aman, M.J. Lipid raft microdomains: A gateway for compartmentalized trafficking of Ebola
and Marburg viruses. J. Exp. Med. 2002, 195, 593–602. [CrossRef]

29. Sezgin, E.; Levental, I.; Mayor, S.; Eggeling, C. The mystery of membrane organization: Composition,
regulation and roles of lipid rafts. Nat. Rev. Mol. Cell Biol. 2017, 18, 361–374. [CrossRef]

30. Zhu, Y.Z.; Wu, D.G.; Ren, H.; Xu, Q.Q.; Zheng, K.C.; Chen, W.; Chen, S.L.; Qian, X.J.; Tao, Q.Y.; Wang, Y.; et al.
The role of lipid rafts in the early stage of Enterovirus 71 infection. Cell. Physiol. Biochem. 2015, 35, 1347–1359.
[CrossRef]

31. Sugahara, F.; Uchiyama, T.; Watanabe, H.; Shimazu, Y.; Kuwayama, M.; Fujii, Y.; Kiyotani, K.; Adachi, A.;
Kohno, N.; Yoshida, T.; et al. Paramyxovirus Sendai virus-like particle formation by expression of multiple
viral proteins and acceleration of its release by C protein. Virology 2004, 325, 1–10. [CrossRef]

32. Pantua, H.D.; McGinnes, L.W.; Peeples, M.E.; Morrison, T.G. Requirements for the assembly and release of
Newcastle disease virus-like particles. J. Virol. 2006, 80, 11062–11073. [CrossRef]

33. Timmins, J.; Scianimanico, S.; Schoehn, G.; Weissenhorn, W. Vesicular release of ebola virus matrix protein
VP40. Virology 2001, 283, 1–6. [CrossRef]

34. Patch, J.R.; Crameri, G.; Wang, L.F.; Eaton, B.T.; Broder, C.C. Quantitative analysis of Nipah virus proteins
released as virus-like particles reveals central role for the matrix protein. Virol. J. 2007, 4, 1–14. [CrossRef]

35. Zhang, G.; Zhong, Y.; Qin, Y.; Chen, M. Nucleoprotein of Human Parainfluenza Virus Type 3 interaction with
Matrix protein Mediates Internal Viral Protein Assembly. J. Virol. 2015, 90, 2306–2315. [CrossRef]

36. Guyader, M.; Kiyokawa, E.; Abrami, L.; Turelli, P.; Trono, D. Role for human immunodeficiency virus type 1
membrane cholesterol in viral internalization. J. Virol. 2002, 76, 10356–10364. [CrossRef]

37. Sun, X.; Whittaker, G.R. Role for Influenza virus envelope cholesterol in virus entry and infection. J. Virol.
2003, 77, 12543–12551. [CrossRef]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1128/JVI.00152-17
http://dx.doi.org/10.1084/jem.20011500
http://dx.doi.org/10.1038/nrm.2017.16
http://dx.doi.org/10.1159/000373956
http://dx.doi.org/10.1016/j.virol.2004.04.019
http://dx.doi.org/10.1128/JVI.00726-06
http://dx.doi.org/10.1006/viro.2001.0860
http://dx.doi.org/10.1186/1743-422X-4-1
http://dx.doi.org/10.1128/JVI.02324-15
http://dx.doi.org/10.1128/JVI.76.20.10356-10364.2002
http://dx.doi.org/10.1128/JVI.77.23.12543-12551.2003
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Cells and Virus 
	Plasmid Constructs 
	VLP Budding Assay 
	Protease Protection Assay 
	Immunofluorescence and Confocal Microscopy 
	Transfection and Recovery of Recombinant HPIV3F-Flag 
	Raft Flotation Assay 
	Cholesterol Extraction and Measurement 
	Virus Infection and Plaque Assay 
	qRT-PCR Assay 
	Methyl–Cyclodextrin Treatment of Cells and Virions 
	Virus Binding and Internalization Assays 

	Results 
	The HPIV3 F Protein Alone Is Sufficient to Release VLPs 
	The F Protein Regulates VLP Formation and Release of the M Protein 
	Recovery of Recombinant HPIV3F-Flag 
	The F Protein, HN Protein, and Virus Genome Localized in Lipid Rafts in HPIV3F-Flag-Infected Cells 
	Disruption of Lipid Rafts from Cellular Membranes Does Not Prevent HPIV3 Infection and Budding 
	Depletion of Viral Envelope Cholesterol Markedly Reduces Infectivity of HPIV3 
	Cholesterol-Depleted HPIV3F-Flag Particles are Defective for Internalization 

	Discussions 
	References

