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Abstract: The porcine epidemic diarrhea virus (PEDV) is a coronavirus (CoV) belonging to the α-CoV
genus and it causes high mortality in infected sucking piglets, resulting in substantial losses in the
farming industry. CoV trigger a drastic reorganization of host cell membranes to promote their
replication and egression, but a detailed description of the intracellular remodeling induced by
PEDV is still missing. In this study, we examined qualitatively and quantitatively, using electron
microscopy, the intracellular membrane reorganization induced by PEDV over the course of an
infection. With our ultrastructural approach, we reveal that, as most of CoV, PEDV initially forms
double-membrane vesicles (DMVs) and convoluted membranes (CMs), which probably serve as
replication/transcription platforms. Interestingly, we also found that viral particles start to form
almost simultaneously in both the endoplasmic reticulum and the large virion-containing vacuoles
(LVCVs), which are compartments originating from the Golgi, confirming that α-CoV assemble
indistinguishably in two different organelles of the secretory pathway. Moreover, PEDV virons appear
to have an immature and a mature form, similar to another α-CoV the transmissible gastroenteritis
coronavirus (TGEV). Altogether, our study underlies the similarities and differences between the
lifecycle of α-CoV and that of viruses belonging to other CoV subfamilies.
Keywords: PEDV; alpha-coronavirus; lifecycle; electron microscopy; membrane rearrangement

1. Introduction
Coronaviruses (CoV) are enveloped positive single-stranded RNA viruses that are characterized by
crown-like spikes on the virion surface under an electron microscope [1]. Mostly based on phylogenetic
clustering, this virus family has been divided into four subgroups: the α-, β-, γ-, and ∆-CoV [1,2].
The porcine epidemic diarrhea virus (PEDV) is an α-CoV and the causative agent of porcine epidemic
diarrhea, which is characterized by severe enteritis, vomiting, watery diarrhea, and loss of weight.
PEDV infections have a substantial detrimental effect on the swine industry because they cause high
morbidity and mortality rates, especially in sucking piglets [3–5]. Since its first identification in
Belgium in 1978 in growing and fattening pigs [6], PEDV has been reported in Europe and Asia, and
a remarkable increase of PEDV outbreaks occurred in the pig-producing provinces of China in late
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2010 [7]. PEDV also emerged for the first time in the United States in early 2013 [5], and spread to
Canada and Mexico [8]. These recent outbreaks and the global re-emergence of PEDV have attracted
the attention of numerous virologists, representing the necessity for urgent attention and a deeper
understanding of PEDV biology and mechanisms of pathogenesis.
Replication is a fundamental event in the lifecycle of viruses, and in the case of positive
single-strand RNA viruses and some double-stranded DNA viruses, it occurs in cellular compartments
that are generated by specialized viral proteins through the modification of one or more host
membranes and/or organelles [9–11]. CoV-infected cells also undergo a massive remodeling of
intracellular membranes [12]. Upon CoV entry in the host cell and release of their genomic RNA
(gRNA) into the cytoplasm, two large polyproteins known as pp1a and pp1b, are synthesized, and
their self-processing leads to the generation of 15 to 16 non-structural proteins (nsp) [13,14]. Nsp
proteins trigger the formation of double-membrane vesicles (DMVs) and convoluted membranes
(CMs), which provide a platform for the concentration of viral factors to very likely guarantee the
efficient replication and transcription of CoV gRNA [12,15–18]. Collectively, the nsp proteins also
form replication-transcription complexes (RTCs), which localize on the DMVs and CMs where they
mediate the synthesis of viral RNA [15,19,20]. Double-stranded RNA (dsRNA), a byproduct of
genomic RNA replication, becomes concentrated in the lumen of the DMVs through a mechanism that
remains totally unknown [15]. In contrast, virion assembly takes place at the endoplasmic reticulum
(ER)-Golgi intermediate compartment (ERGIC) and Golgi complex, and involves the inward budding
of the limiting membrane of these compartments, which is triggered by the interaction between the
nucleocapsid (N) protein associated with the gRNA, and the structural spike (S), membrane (M), and
envelope (E) proteins [13,14]. Complete virions subsequently reach the extracellular environment
following the conventional secretory pathway [21].
The first electron microscopy (EM) analyses of CoV-infected cells were carried out in 1960s, and
mainly characterized the morphology of the viral particles [16–18,22]. Subsequent ultrastructural
studies highlighted the DMVs as being a feature of CoV infections, including those of mouse
hepatitis virus (MHV), severe acute respiratory syndrome coronavirus (SARS-CoV), human CoV
NL63 (HCoV-NL63), Middle East respiratory syndrome coronavirus (MERS-CoV), and infectious
bronchitis virus (IBV) [12,15,23–26]. Over the years, other intracellular structures have been reported
to be present in cells infected by CoV in addition to DMVs and virion particles, including CMs, tubular
bodies (TBs), vesicle packages (VPs), cubic membrane structures (CMSs), and large viron-containing
vacuoles (LVCVs). CMs are reticular inclusions observed in between clusters of DMVs, and are often
connected with both DMVs and the ER as revealed by both 2D and 3D ultrastructural studies [15,17].
Like DMVs, MHV- and SARS-CoV-induced CMs are positive for dsRNA and nsp proteins as well,
and this finding has led to the postulation that these structures are also involved in viral replication
and transcription [12,15,27,28]. In later stages of SARS-CoV infection, groups of single-membrane
vesicles surrounded by a common outer membrane, called VPs, arise from the merging of DMVs, viron
particles, and possibly CMs [15,27]. LVCVs, which are vacuoles filled with viral particles, have been
frequently observed in cells infected with CoV; they are Golgi cisternae that expand to accommodate
the increasing assembly of progeny virions over the course of an infection, as they are positive for
Golgi marker proteins [12,17,18,22,23,26,27,29,30]. Finally, TBs and CMSs, which have been detected
in MHV- and SARS-CoV-infected cells, are condensed, highly organized membrane rearrangements
connected to the ER. TBs and CMSs appear to be the result of an aggregation of an overproduced
protein because they mostly contain a single structural protein, and therefore they are probably a
byproduct of a massive infection with no role in virus replication [12,17,31,32].
Despite its veterinary relevance, the intracellular membrane remodeling induced in host cells
by PEDV remains largely unknown. The only infections of α-CoV characterized at the ultrastructural
level so far are those of HCoV-NL36 and of transmissible gastroenteritis coronavirus (TGEV) [23,29,33].
In cells infected with these two α-CoV, virions were observed in the ER, Golgi, and LVCVs, whereas
DMVs were only reported to be present in cells exposed to HCoV-NL36. We thus decided to analyze
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PEDV-infected cells by quantitative EM and immuno-electron microscopy (IEM) to establish a more
comprehensive inventory of the membrane remodeling induced by this virus and in more general
by α-CoV. We opted for a time-course approach to determine at which stage of the viral lifecycle the
different membranous structures appear. By combining the ultrastructural data with the measurement
of viral RNA synthesis, viral replication, progeny virus release, and immunofluorescence analyses,
our results show that PEDV infection induces a profound reorganization of the ER and Golgi, which
precedes the formation of DMVs, CMs, and LVCVs. Consistently with these observations, we also
found that the ER and Golgi undergo alterations not observed for other CoV, such as ER proliferation
and a Golgi vacuolarization, which results in an organelle that we have named the irregular vesicle
clusters (IVCs). Importantly, and similar to HCoV-NL36 and TGEV, we also found that together with
the Golgi, the ER is the major platform of virion assembly. Altogether, our study provides an overall
comprehensive picture of the ultrastructural events taking place inside a cell over the course of a
PEDV infection.
2. Materials and Methods
2.1. Cell Culture, Virus Propagation, and Time-Course Analysis of PEDV Infection
Vero E6 cells, a kindly gift from Jolanda Smit [34,35], were maintained with Dulbecco’s Modified
Eagle Medium (DMEM, Gibco, Waltham, MA, USA) containing 5% fetal calf serum (FCS, Gibco).
The used PEDV strain was CV777, and it was grown as previously described in Vero E6 cells [36].
Vero E6 cells were also employed for the time-course infection [36,37]. Vero E6 cells at 60%
confluence were inoculated with one multiplicity of infection (MOI) of PEDV and 25 µg/mL of
trypsin (Sigma-Aldrich, St. Louis, MO, USA). After 1 h of incubation, cells were washed with
phosphate-buffered saline (PBS, 137 mM NaCl, 2.7 mM KCl, 10 mM Na2 HPO4 , 1.8 mM KH2 PO4 , pH 7.4)
to remove the excess virus and to synchronize the PEDV lifecycle. Infected cells were maintained
in complete DMEM without FCS, and aliquots of cells and culture supernatants were collected for
analysis at 0, 8, 16, 24, 36, 48, 60, and 72 h post-infection (p.i.).
2.2. Extracellular Virus Titration
The amount of infectious PEDV particles released into culture medium was determined by
calculating the 50% tissue culture infectious (TCID50 ) values in Vero E6 cells. Briefly, monolayers
of Vero E6 cells were inoculated with serial dilutions in DMEM of supernatants collected at 0, 8, 16,
24, 36, 48, 60, and 72 h p.i. Cytopathic effects, i.e., cell death, were morphologically assessed under
a light microscope after incubation at 37 ◦ C for 4 days. The TCID50 value was calculated using the
Spearman/Kaerber formula [38,39].
2.3. Isolation of the Total RNA and Real-Time PCR (RT-PCR)
Quantification of viral replication was determined by RT-PCR. Briefly, the total RNA
was extracted from cells using TRIzol (Invitrogen, Carlsbad, CA, USA) according to the
manufacturer’s instructions.
First-strand cDNA was synthesized by using the Moloney
murine leukemia virus (M-MLV) reverse transcriptase and oligo (dT) (both reagents were from
Invitrogen). RT-PCR was then performed using primers to detect the mRNA levels of the ORF3
(GAGACTCGAGCGATTGACACAGTTG and GAGAGGTACCGCCTCAAAGAAGACGC) and the N
protein (GAGACTCGAGCGTCTGAAAAGCCAATC and GAGAGGTACCGGTTATTGCCTCTGTTG)
in a CFX Connect™ Real-Time PCR detection system (Bio-Rad, Hercules, CA, USA) using the following
conditions: 10 s at 95 ◦ C, then 40 cycles of 5 s at 95 ◦ C, and finally 34 s at 60 ◦ C.
2.4. Immunofluorescence Analyses
Immunofluorescence analyses were carried out as previously described [12,40]. Preparations
were first incubated with the primary antibodies in PBS containing 0.1% bovine serum albumin (BSA)
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at room temperature for 1 h and, after extensive washing with PBS, they were incubated with the
secondary antibodies also in PBS containing 1% BSA at room temperature for 45 min. Preparations
were finally mounted in 40 ,6-diamidino-2-phenylindole (DAPI)-containing ProLongTM Gold antifade
(Invitrogen). Fluorescence signals were captured with either a Leica TCS SP8 confocal microscope
(Leica Microsystems, Wetzlar, Germany) or a DeltaVision Elite system (GE Healthcare Life Sciences,
Pittsburgh, PA, USA).
Primary antibodies used in this study were monoclonal antibodies against dsRNA (English and
Scientific Consulting Kft, Szirák, Hungary), TGN46 (Sigma) and PDI (Enzo, Farmingdale, NY, USA),
and polyclonal antisera against GIANTIN (Abcam, Cambridge, UK) and GM130 (Abcam). Secondary
antibodies were Alexa488- or Alexa568-conjugated goat anti-rabbit or anti-mouse antibodies (Life
Technologies, Waltham, MA, USA).
2.5. Transmission Electron Microscopy
Cells were fixed with Karnovsky (2% para-formaldehyde (PFA), 2.5% glutaraldehyde (GA)
in 0.1 M sodium cacodylate pH 7.4) for 140 min at room temperature and then post-fixed with
1% OsO4 , 1% KCNFe in 0.1 M sodium cacodylate buffer (pH 7.4) for 1 h on ice. Samples were
subsequently dehydrated stepwise with increasing concentrations of ethanol before rinsing them with
1,2-propylene oxide (Merck, Darmstadt, Germany) at room temperature and embedding them in Epon
resin [41]. After resin polymerization for 4 days at 60 ◦ C, 65–70 nm sections were cut using an UC7
ultra-microtome (Leica Microsystems) and contrasted with uranyl acetate and lead citrate [41], before
being analyzed in a CM100bio TEM (FEI, Eindhoven, The Netherlands).
For the quantitative analyses, at least 200 cell profiles were randomly selected at each p.i.
timepoint, and three different quantifications were performed on four grids. First, the number of
cell sections containing at least one of the PEDV-induced structures was counted to morphologically
determine the proportion of infected cells. Second, we calculated the percentage of cell sections positive
for each PEDV-induced structure. Third, we determined the average number of each structure per cell
section and calculated the standard deviation. The average diameter of the length of each structure
was determined by measuring 10–40 profiles using the ImageJ software (http://rsb.info.nih.gov/ij/),
which also calculated the standard deviations. At each p.i. timepoint, the ER surface area per cell was
calculated using the point-hit method [42] on 50 randomly selected electron micrographs from three
different grids. The results are presented relative to the 0 h p.i. control.
2.6. Immuno-Electron Microscopy
Cells were fixed in 4% PFA in 0.1 M phosphate buffer (19 mM NaH2 PO4 , 81 mM Na2 HPO4 ,
pH 7.4) overnight at 4 ◦ C. Before scraping them from the petri dish in PBS containing 1% gelatin,
cells were washed three times in PBS and one time in PBS containing 50 mM glycine. Cells were
successively embedded in 12% gelatin, cryo-sectioned, and immunogold labelled as previously
described [43]. Primary antibodies were mouse anti-KDEL (Calbiochem, San Diego, CA, USA),
sheep anti-TGN-46 (Serotec, Oxford, UK) mouse anti-GM130 (BD Biosciences, Franklin Lakes, NJ,
USA), mouse anti-CD63 (Developmental Studies Hybridoma Bank, Iowa City, IA, USA), and mouse
anti-transferrin receptor (TfR, ThermoFisher Scientific, Waltham, MA, USA), and they were detected
after bridging with a rabbit anti-mouse IgG (Rockland, Limerick, PA, USA) or an rabbit anti-sheep
IgG antibody (Nordic, Tady, Sweden), respectively, with 10-nm gold particles conjugated to protein A
(CMC, Utrecht, The Netherlands). Labelled cryo-sections were contrasted with a 2% uranyl oxalate
(pH 7) and methyl cellulose-uranyl acetate (pH 4) solution on ice, and imaged as described for the
conventional EM.
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3. Results
3.1. PEDV Induces the Formation of Multiple Membranous Structures
As a first ultrastructural analysis, we compared the morphology of uninfected cells with that
of those infected with PEDV for 72 h by EM in order to compile a repertoire of all the membranous
rearrangements induced by this virus. We identified six different structures. The most abundant
structure was the large double-membrane vesicles, which had a diameter of 230 ± 50 nm, contained
coiled filaments, and were often in close proximity to each other (Figure 1A,B). These are the
characteristic DMVs induced by CoV [12,17,23–25]. Numerous DMVs appeared to have inward
invaginations of the limiting membrane, which have also previously been observed in specific cell
types (Figure 1B, asterisks) [12,15]. In between and around the DMVs, we frequently observed a
network of reticular inclusion, which had already been described in MHV- and SARS-CoV-infected
cells as the CMs (Figure 1B) [12,15,17].
PEDV virions were also easily detected and appeared as spherical structures with a diameter
range of 90 ± 20 nm (Figure 1C–F). Based on their morphology, PEDV particles could be grouped in
two categories. The first were particles with an annular stained region under the external envelope
(Figure 1C,D,F, black arrows). The second were smaller virions with a less circular and denser core,
which was more markedly stained (Figure 1C–E, white arrows). These same phenotypical differences
in viral particles have also been observed in TGEV-infected cells, another α-CoV, for which it was
shown that the particles represent immature and mature virions, respectively [29]. PEDV viral particles
were mainly present in the lumen of two morphologically distinguishable compartments, where they
were assembling through inward budding at the limiting membrane (Figure 1C,D, arrowheads). One
of these two compartments was what appeared to be an expanded rough ER with irregular shape, as
the surface was decorated with ribosomes and they were often observed to be connected to an ER with
normal morphology (Figure 1C). These structures have already been reported in cells infected by other
α-CoV [23,29]. The other compartments were large vacuoles with a diameter of 865 ± 270 nm, limited by
a single membrane, which have previously been named LVCVs (Figure 1D) [12,17,18,22,23,26,27,29,30].
Virions were also detected in large single-membrane vacuoles with a diameter of 800 ± 160 nm, which
also contained compact membrane whorls and amorphous material (Figure 1E). Similar compartments,
but smaller in size and without virions, were also observed in uninfected cells, indicating that they
do not represent structures induced by PEDV. These characteristics suggested that these vacuoles
could be endolysosomal compartments. This notion was confirmed by the immunogold labeling
of cryo-sections obtained from PEDV-infected cells at 72 h p.i. using antibodies against CD63 and
the transferrin receptor (TfR). These two marker proteins of the endolysosomal system [44] were
present in these virion-containing vacuoles (Figure S1). Altogether, these characteristics indicate
that these vacuoles are expanded endolysosomal compartments. Interestingly, both types of virions
could be observed in ER and LVCVs, but only the smaller dark mature virions were found in the
endolysosomal compartments.
Finally, we also detected large cytoplasmic inclusions with a length of about 910 ± 288 nm, which
were characterized by a dense inner core with a geometrical appearance, a limiting membrane, and
connections with the ER (Figure 1F). Virions could also be seen to form in those structures (Figure 1F,
arrows), which have already been reported in cells infected by human coronaviral LINDER strain [45].
We named this new structure ER bodies (ERBs). We could not detect structures reminiscent of TBs
and CMSs.
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To understand
the Infection
relationship
between the different
structures induced by PEDV
3.2. Time-Course
PEDV
and Measurement
of Cellularmembranous
Lifecycle Parameters
and obtain insights into their role during infection, we subsequently infected cells with PEDV and
To understand the relationship between the different membranous structures induced by PEDV
examined them at the ultrastructural level in a time-course manner, at different timepoints between
and obtain insights into their role during infection, we subsequently infected cells with PEDV and
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virus, to be able to correlate our EM analyses with the progression of α-CoV infection in host cells.
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to be able to correlate our EM analyses with the progression of α-CoV infection in host cells.
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to specifically detect cells in which CoV are replicating [46]. As shown in Figure 2A, the dsRNA could
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detect cells in which CoV are replicating [46]. As shown in Figure 2A, the dsRNA could be visualized
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was detected at 48 and 72 h p.i., with 80% and almost 100%, respectively, of cells positive for dsRNA
while it increased slightly to 13% at 36 h p.i. A very pronounced PEDV infection was detected at 48
(Figure 2A).
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Figure 2.
2. Time-course
Time-course PEDV
PEDV infection
infection and
and measurement
measurement of
of cellular
cellular lifecycle
lifecycle parameters.
parameters. Vero
Vero E6
E6 cells
cells
Figure
were
infected
with
PEDV
(MOI
=
1)
prior
to
analyzing
them
and
the
cell
culture
supernatants
at
0,8,
8,
were infected with PEDV (MOI = 1) prior to analyzing them and the cell culture supernatants at 0,
16,
24,
36,
48,
60,
and
72
h
p.i.
(A)
Cells
were
processed
for
immunofluorescence
using
an
anti-dsRNA
16, 24, 36, 48, 60, and 72 h p.i. (A) Cells were processed for immunofluorescence using an anti-dsRNA
antibody (green)
(green) to
to determine
determine the
the number
number of
of PEDV-positive
PEDV-positive cells.
cells. The
The 4′,6-diamidino-2-phenylindole
40 ,6-diamidino-2-phenylindole
antibody
(DAPI) dye (blue) was used to stain the nuclei and determine the total number of cells. Scale bar:
(DAPI) dye (blue) was used to stain the nuclei and determine the total number of cells. Scale bar: 10
10 µm. Quantification of the percentage of infected cells at each timepoint is indicated between brackets;
µm. Quantification of the percentage of infected cells at each timepoint is indicated between brackets;
(B) the total RNA was isolated from cells and the relative amount of sgRNA N and gRNA mRNAs
(B) the total RNA was isolated from cells and the relative amount of sgRNA N and gRNA mRNAs
was quantified by RT-PCR; (C) the production of the virus progeny was assessed by determining the
was quantified by RT-PCR; (C) the production of the virus progeny was assessed by determining the
virus titer of the cell culture supernatants by end point dilutions on Vero E6 cells, before calculating the
virus titer of the cell culture supernatants by end point dilutions on Vero E6 cells, before calculating
50% tissue culture infectious dose (TCID )/mL. Error bars in (B,C) represent the standard deviation
the 50% tissue culture infectious dose 50(TCID50)/mL. Error bars in (B,C) represent the standard
of three experiments.
deviation of three experiments.

Viruses 2017, 9, 251

8 of 18

Next, the amounts of both gRNA and the subgenomic RNA encoding for the structural N protein
(sgRNA N) were determined at each timepoint by RT-PCR to assess the RNA replication/transcription
of PEDV. Both gRNA and sgRNA N were already detected at 8 h p.i. and their amounts gradually
increased until 48 h p.i., when they reached an expression plateau (Figure 2B).
Finally, the presence of infectious virions in the cell culture supernatants was determined using
the TCID50 /mL titration to monitor the assembly and release of PEDV. The presence of PEDV virions
was first detected at 8 h p.i. and increased until 48 h p.i., when it reached a maximum (Figure 2C).
This observation correlated with the analysis of viral RNA expression because, as expected, PEDV
assembly and release follow intracellular PEDV replication.
Altogether, these measurements indicated that the PEDV lifecycle in Vero E6 cells progresses
following the established dynamics of CoV, thereby confirming the use of this cell line as a model [40].
Moreover, these quantifications showed that PEDV starts to replicate, assemble, and egress in these
cells around 8 h p.i., and the infection continuously increases until 48 h p.i. (Figure 2). At this timepoint,
there is a dramatic augmentation in the number of infected cells, close to 100%, which coincides with
an arrest in the augmentation of viral RNA synthesis.
3.3. Quantification of the PEDV-Induced Structures over the Course of an Infection
Next, we quantified the number of the PEDV-induced structures that we inventoried at 72 h p.i.
(Figure 1), at each collected p.i. timepoint by conventional EM. We first morphologically determined
the number of cell sections that showed visible signs of infection to see whether the changes observed
at the ultrastructural level correlate with the measured infection parameters (Figure 2). To this end,
the number of cell sections displaying at least one of the PEDV-induced structures detected at 72 h
p.i. (Figure 1) was determined. At 24 h p.i., 2% of the cell sections started to show visible signs of
infection, and this percentage gradually increased over time until it reached 84% at 72 h p.i. (Figure 3A).
Importantly, the percentage of cell sections with visible signs of infection obtained from the EM analysis
correlated well with the rest of the measured parameters (Figure 2), showing that the morphological
examination of the cells is a reliable alternative approach to follow PEDV infection.
We next quantitatively analyzed the EM samples prepared at the different p.i. timepoints
to understand the role of the PEDV-induced structures during an infection and to unravel their
relationship. In particular, the percentage of cell profiles containing a specific structure was determined
for each p.i. timepoint (Figure 3B,C). DMVs were one of the first structures to be detected, and
they were observed in about 2% of cell sections at 24 h p.i. The number of cell sections positive for
these vesicles gradually increased over time, reaching a maximum of 38% at 60 h p.i. (Figure 3B).
Interestingly, the localization and morphology of the DMVs changed over the course of the PEDV
infection (Figure S2). At early timepoints, i.e., 24 and 36 h p.i., DMVs had always a regular circular
shape and they were distributed throughout the cytoplasm in small clusters of less than five DMVs.
From 48 h p.i. onwards, DMVs became organized in larger clusters, with 10 or more vesicles, and
mostly were found in the perinuclear region of the cell. The DMVs invaginations also became more
pronounced from 48 h p.i. CMs were initially detected at 24 h p.i., but only in 0.5% of cells (Figure 3B
and Figure S2). They became more apparent at 36 h p.i., reaching a plateau at 60 h p.i. The CMs were
always found in between or around the cluster of DMVs. A dramatic change in the percentage of
CMs was observed at 60 h p.i., increasing from 6% to 21%, when the DMVs also increased markedly.
Overall, these data indicated that the CMs are structures that are functionally connected with DMVs,
as previously reported [15].
Both LVCVs and virions-positive ER were detectable from 24 h p.i., and the percentage of cell
sections with these structures increased over time (Figure 3C). Interestingly, their morphology changed
with the progression of the infection. At earlier timepoints, from 24 to 48 h p.i., the number of virions
per ER and LVCV section was less than five. At late timepoints, i.e., 60 and 72 h p.i., the virion-positive
ER domains and LVCVs were larger, had less regular shapes, and contained more than 10 viral particles
in their interior. Virion-positive endolysosomal compartments started to appear from 36 h p.i., and
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ERBs started to become visible only at 48 h p.i. (Figure 3C). Initially, positive cell profiles
displayed only one ERB, but from 60 h p.i. onwards we occasionally observed more than one ERB
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ERBs started to become visible only at 48 h p.i. (Figure 3C). Initially, positive cell profiles displayed
only one ERB, but from 60 h p.i. onwards we occasionally observed more than one ERB per cell section.
We concluded that the ERBs are not required for the early steps of the PEDV lifecycle, but are rather
the result of an advanced infection.
3.4. The Golgi Complex Undergoes Reorganization over the Course of a PEDV Infection
Our ultrastructural quantifications showed that the LVCVs become very prominent at 60 h p.i.
(Figure 3C). It has previously been shown that LVCVs are expanded Golgi stacks [12,29]. Therefore,
we decided to quantify at the ultrastructural level the number of cell sections displaying the presence
of at least one Golgi complex over the course of the PEDV infection (Figure 4A,B). During the
first 48 h after the inoculum, the number of cell sections displaying this organelle did not change
noticeably (Figure 4B). The Golgi complex, however, was practically no more detectable with its known
morphology (i.e., a series of adjacent stacks) from 60 h p.i., at the exact same timepoint when the LVCVs
became prominent (Figure 4B). Interestingly, the percentage of cell sections with LVCVs at the late p.i.
timepoints was similar to those of cell sections with Golgi prior to exposure to PEDV. Altogether, these
data indicated that, as for MHV and TGEV [12,29], the LVCVs originate from ERGIC/Golgi, which
probably expand as a consequence of a large local production of virions.
During the morphological analysis of the Golgi complex, we also observed another alteration of
this compartment, which appeared as large clusters of single membrane vesicles with irregular contours
and very variable lengths between 650 nm and 1.9 µm (Figure 4C). In approximately 20–50% of the
cases, depending on the p.i. timepoint, these structures also appeared to contain a few Golgi-like stacks,
and we therefore speculated that they originate from the Golgi complex (Figure S3A,B). Quantification
of these structures revealed that they are not abundant, and the number of cell sections displaying
them peaked at 24 h p.i. before decreasing (Figure 4D). These structures have not been detected in
other CoV infections and therefore they could be specifically induced by PEDV. Alternatively, they
could represent Vero E6 cell-specific Golgi complex alterations that take place when those cells are
exposed to PEDV. We named those structures irregular vesicle clusters (IVCs).
Subsequently, we also examined whether the Golgi organization and subcellular distribution
changes during the course of a PEDV infection by fluorescence microscopy. We inoculated cells
with PEDV (MOI = 1) before analyzing them by immunofluorescence at 0, 24, and 72 h p.i. using
antibodies against dsRNA and GM130, a Golgi marker protein. In non-infected cells, GM130-labelled
Golgi localized perinuclearly (Figure 4G) [47]. GM130 lost its compact organization in infected cells,
recognized by dsRNA staining, and became more scattered throughout the cytoplasm in numerous
puncta at 24 h p.i. (Figure 4G). At 72 h p.i., the distribution of the GM130 signal changed again, forming
cytoplasmic clusters, but those had a less compact shape compared to the ones observed in uninfected
cells. We did not observe a colocalization between dsRNA and GM130 at any timepoint, indicating that
the Golgi membranes very likely do not contribute to the establishment of the PEDV replication sites
(Figure 4G). When the same samples were labeled with another Golgi protein marker, GIANTIN [48],
and one for the trans-Golgi network, TGN46 [48], and analyzed by immunofluorescence, we detected
the same reorganization of the Golgi in infected cells as that observed for GM130 (Figure S3C,D).
To demonstrate that LVCVs indeed originate from Golgi complexes, Vero E6 cells were infected
with PEDV for 72 h before being processed for immuno-EM as described in the Materials and Methods
section. Cryo-sections were subsequently immunogold labelled with anti-GM130 and anti-TGN46
antibodies. In uninfected cells, GM130 and TGN46 were exclusively localized to the Golgi complex
(Figure S3E), where they were present in the stacks and trans-Golgi network, respectively, as expected.
In contrast, GM130 and TGN46 labels were mainly found in LVCVs at 72 h p.i., confirming that these
compartments have a Golgi origin (Figure 4E,F).
Altogether, the immunofluorescence results corroborate those obtained in EM analyses, and reveal
that the Golgi complex undergoes a massive reorganization during PEDV infection.
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3.5. PEDV Infections Involve ER Membrane Rearrangements in Vero Cells
The presence of virions in the ER and the formation of ERBs strongly suggested that there could
also be a reorganization of the ER over the course of a PEDV infection. During the time-course EM
analysis, we indeed observed that the ER proliferated over time, as numerous cross-sections of this
organelle, often appearing as 5–10 adjacent ER tubules, were observed in the cytoplasm of infected cells
(Figure 5A,B). The ER proliferation first appeared at 8 h and reached a peak at 24 h p.i., before becoming
less prominent during the following hours of infection (Figure 5C). These changes in the ER area were
confirmed by estimating the ER surface area using the point-hit method (Figure 5D). Interestingly,
the ER proliferation alleviation starting from 24 h p.i. coincided with the emergence of ER-derived
structures, such as DMVs, CMs, and virion-positive ER, in the infected cells (Figure 5C). Next, we
confirmed that the ERBs as well as the virion-containing compartments seen in Figure 1C originate
from ER by immuno-EM analysis using an anti-KDEL antibody (Figure 5E,F and Figure S4). Since the
ERBs only appeared from 48 h p.i. and increased gradually afterwards (Figure 5C), this observation
suggests that these structures are probably not functionally connected with ER proliferation.
To sustain the changes in the ER organization, we examined the ER organization during the
course of PEDV infection by immunofluorescence. We inoculated cells with or without PEDV before
analyzing them at 24 h and 72 h p.i. using antibodies against PDI, an ER resident protein [49]. In
uninfected cells and at all timepoints, PDI localized in a large tubular network extending throughout
the cytoplasm, as expected (Figure 5G) [50]. In infected cells, in contrast, PDI lost its homogenous
distribution and concentrated perinuclearly at 24 h and 72 h p.i. This observation supports the EM
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4. Discussion
The description of the membrane remodeling induced by PEDV in host cells remains poorly
described despite the increasing veterinary importance of this virus [40,51]. This type of information
is also scarce for α-CoV in general, as the infection of only two other viruses belonging to this genus,
i.e., HCoV-NL36 and TGEV, have been characterized at the ultrastructural level so far [23,29,33].
HCoV-NL36 and TGEV virions have been observed in ER, Golgi, and LVCVs, while DMVs were solely
detected in cells exposed to HCoV-NL36. Thus, although those studies have revealed some similarities
between the host membrane rearrangements caused by α-CoV and members of the other CoV genera,
a temporal and comprehensive description of all morphological alterations induced in host cells by
α-CoV is still lacking. The limitation in the ultrastructural studies on HCoV-NL36 and TGEV has been
the analysis of a single infection timepoint, which makes it difficult to obtain a complete repertoire of
induced intracellular structures, because their frequency and morphology change over the course of
an infection, as shown for MHV [12]. Therefore, we decided to take a time-course approach to examine
PEDV infection in Vero E6 cells by qualitative and quantitative EM. In addition to structures like DMVs
and LVCVs, already shown to be induced by α-CoV, this strategy allowed us to detect structures such
as CMs, that have been reported for other CoV, as well as novel structures, such as IVCs and ERBs. It
has recently been reported that PEDV triggers autophagy [52], but we did not observe evidence in our
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samples indicating an induction of this pathway. In particular, we did not detect autophagosomes,
which are morphologically different than the observed DMVs. These latter are much smaller (180–280
versus 500–1500 nm [53]) and they do present cytoplasmic component in their interior.
Here, we report for the first time the presence of CMs in cells infected with an α-CoV (Figure 1B),
which are morphologically similar to those generated in cells exposed to other CoV [15,17,24]. In
contrast to what has been observed for MHV and SARS-CoV [12,15], the CMs appear at the same
time as DMVs but with lower frequency (Figure 3B). We favor the idea that CMs could originate from
the DMVs and could have a function in replication and transcription similar to these structures. In
contrast to MHV- and SARS-CoV-infected cells [15,17], we did not observed continuity between these
two structures using our EM approach.
It is known that ER is capable of increasing in size upon treatment with specific drugs or protein
overexpression [54,55]. Interestingly, we saw a proliferation of the ER at the early stage of PEDV
infection, from 8 h p.i., which peaked at 24 h p.i. just before the appearance of the DMVs and
the virion-positive ER (Figure 5C). Considering the functional interrelationship between DMVs and
ER [15,45,50], one hypothesis is that the ER proliferates to accommodate the increasing mass of viral
proteins that will form the DMVs and luminal virions. Another hypothesis is that one or more PEDV
proteins present some structural and/or functional characteristics that lead to a more pronounced ER
stress response.
At the late stages of PEDV infection, we observed at low frequency a novel structure similar
to that described in cells infected by human coronaviral LINDER strain [45], which we named ERB
(Figure 1F). ERBs have a geometrical organization and are connected with the ER (Figure 1F). Their
ER origin is also demonstrated by the fact that they are positive for the ER marker peptide KDEL
(Figure 5D,E). These observations render the ERBs reminiscent of the TBs and CMSs induced by MHV
and SARS-CoV [12,16,17,31]. TBs and CMSs also appear at the late stage of an infection and contain a
single viral protein, which self-aggregates when massively overproduced. As a result, it is tempting to
speculate that ERBs also represent aggregates formed by one or more PEDV proteins that are present
in the ER in elevated amounts. The morphological differences between ERBs, TBs, and CMSs are
probably due to a difference in the structural and self-aggregating properties of the proteins that lead
to their formation.
We also identified a novel structure that we called IVCs, which we speculate to probably originate
from the Golgi, because some of the IVCs appeared to contain stacks of this organelle (Figure S3A,B).
Like the ER proliferation, IVCs also became apparent at the early stage of PEDV infection, at 8 h p.i.,
and became the most frequent at 24 h p.i. (Figure 4D). As a result, a hypothesis analogous to that
drawn for the ER proliferation would be that IVCs are Golgi complexes that are expanding and/or
becoming altered because of the increasing amounts of PEDV proteins. One could also imagine that
IVCs are the precursors to LVCVs.
In our study, we observed virions in several compartments, i.e., ER, LVCVs, endolysosomal
organelles, and very rarely in the ERBs (Figure 1C–F). However, we first detected them forming in
both ER and LVCVs at the same timepoint (i.e., 24 h p.i.). This is in contrast with what has been
reported for CoV belonging to other subfamilies, i.e., their viral particles assemble in the ERGIC/Golgi
compartments [12,56], but also TGEV. The virions of this α-CoV start to form in the ERGIC/Golgi
compartment and only at later timepoint in the ER [29]. The reason behind these differences might
be due to differences between genera, viruses, and/or infected cell types. Nonetheless, our findings
suggest that PEDV particles assemble in both the ER and Golgi complex. PEDV virions were also
detected in what appear to be endolysosomal-like compartments from 36 h p.i., but, intriguingly,
we never noted them assembling on the limiting membrane of these organelles. Altogether, these
observations lead us to postulate that the endolysosomal compartments are not the site of viral
particle assembling, but rather a location where excess virions are nonspecifically delivered, or that
could eventually represent a transport for intermediates involved in the secretion of viral particles.
Alternatively, the virions observed in the endolysosomal compartments could be secreted viral particles
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that are re-infecting cells through endocytosis. Very interestingly, we observed two types of virions
appearing simultaneously (Figure 1C,D), which have been so far described exclusively in cells exposed
to another α-CoV, TGEV, suggesting that this could be a unique characteristic of this CoV genus [29].
In the morphological study of TGEV-infected cells [29], smaller viral particles with denser cores were
identified as mature virions, while larger annular ones were noted as the immature precursors. Our
observations suggest that PEDV virion maturation does not occur in a specific organelle, as both
types of viral particles were found to be present in the ER and LVCVs (Figure 1C,D), indicating the
structural maturation of PEDV virion particles could happen in both the ER and LVCVs. This result
is in part dissimilar from that obtained from the study of TGEV, where it was shown that virion
maturation mainly takes place in the Golgi [29]. Again, this difference could be specific to the virus or
the infected cell type. Another possibility is that some mature virions are retro-transported to the ER
after maturation in the Golgi due to their local massive production. Interestingly, we also found that
only mature virions are present in the compartments of the endolysosomal system (Figure 1E), further
supporting one of our hypotheses made above.
In conclusion, our study has characterized and temporarily ordered the different membranous
rearrangements induced by PEDV. This information paves the way for future investigations of the
function of these structures, which is crucial to understanding PEDV and in general the α-CoV cellular
lifecycle, and might eventually help to develop novel therapies against them.
Supplementary Materials: The following are available online at www.mdpi.com/1999-4915/9/9/251/s1.
Acknowledgments: The authors thank Rubén Gómez-Sánchez and Mario Mauthe for the critical reading of
the manuscript, and Jolanda Smit for the Vero E6 cells. F.R. is supported by SNF Sinergia (CRSII3_154421),
Marie Skłodowska-Curie Cofund (713660) and ZonMW VICI (016.130.606) grants. Yingying Cong is supported
by a Chinese Scholarship Council PhD fellowship (CSC No. 201406610008). Xingdong Zhou is supported by a
Chinese Scholarship Council joint-PhD fellowship (CSC No. 201506610008).
Author Contributions: Fulvio Reggiori, Xingdong Zhou, Muriel Mari and Dongfang Shi conceived and
designed the experiments; Xingdong Zhou, Yingying Cong and Tineke Veenendaal performed the experiments;
Xingdong Zhou, Muriel Mari and Fulvio Reggiori analyzed the data; Judith Klumperman contributed reagents
and materials; Xingdong Zhou and Fulvio Reggiori wrote the manuscript.
Conflicts of Interest: The authors declare no conflict of interest.

References
1.
2.

3.
4.
5.

6.
7.
8.

Fehr, A.R.; Perlman, S. Coronaviruses: An overview of their replication and pathogenesis. Methods Mol. Biol.
2015, 1282, 1–23. [PubMed]
Woo, P.C.; Lau, S.K.; Lam, C.S.; Lau, C.C.; Tsang, A.K.; Lau, J.H.; Bai, R.; Teng, J.L.; Tsang, C.C.; Wang, M.;
et al. Discovery of seven novel Mammalian and avian coronaviruses in the genus deltacoronavirus supports
bat coronaviruses as the gene source of alphacoronavirus and betacoronavirus and avian coronaviruses as
the gene source of gammacoronavirus and deltacoronavirus. J. Virol. 2012, 86, 3995–4008. [PubMed]
Park, S.J.; Song, D.S.; Park, B.K. Molecular epidemiology and phylogenetic analysis of porcine epidemic
diarrhea virus (PEDV) field isolates in Korea. Arch. Virol. 2013, 158, 1533–1541. [CrossRef] [PubMed]
Egberink, H.F.; Ederveen, J.; Callebaut, P.; Horzinek, M.C. Characterization of the structural proteins of
porcine epizootic diarrhea virus, strain CV777. Am. J. Vet. Res. 1988, 49, 1320–1324. [PubMed]
Stevenson, G.W.; Hoang, H.; Schwartz, K.J.; Burrough, E.R.; Sun, D.; Madson, D.; Cooper, V.L.; Pillatzki, A.;
Gauger, P.; Schmitt, B.J.; et al. Emergence of Porcine epidemic diarrhea virus in the United States: Clinical
signs, lesions, and viral genomic sequences. J. Vet. Diagn. Investig. 2013, 25, 649–654. [CrossRef] [PubMed]
Pensaert, M.B.; de Bouck, P. A new coronavirus-like particle associated with diarrhea in swine. Arch. Virol.
1978, 58, 243–247. [CrossRef] [PubMed]
Li, W.; Li, H.; Liu, Y.; Pan, Y.; Deng, F.; Song, Y.; Tang, X.; He, Q. New variants of porcine epidemic diarrhea
virus, China, 2011. Emerg. Infect. Dis. 2012, 18, 1350–1353. [CrossRef] [PubMed]
Mole, B. Deadly pig virus slips through US borders. Nature 2013, 499, 388. [CrossRef] [PubMed]

Viruses 2017, 9, 251

9.

10.
11.
12.

13.
14.
15.

16.

17.
18.
19.
20.

21.
22.
23.
24.

25.

26.
27.

28.

29.

16 of 18

Schwartz, M.; Chen, J.; Lee, W.M.; Janda, M.; Ahlquist, P. Alternate, virus-induced membrane rearrangements
support positive-strand RNA virus genome replication. Proc. Natl. Acad. Sci. USA 2004, 101, 11263–11268.
[CrossRef] [PubMed]
Novoa, R.R.; Calderita, G.; Arranz, R.; Fontana, J.; Granzow, H.; Risco, C. Virus factories: Associations of cell
organelles for viral replication and morphogenesis. Biol. Cell 2005, 97, 147–172. [CrossRef] [PubMed]
Miller, S.; Krijnse-Locker, J. Modification of intracellular membrane structures for virus replication.
Nat. Rev. Microbiol. 2008, 6, 363–374. [CrossRef] [PubMed]
Ulasli, M.; Verheije, M.H.; de Haan, C.A.; Reggiori, F. Qualitative and quantitative ultrastructural analysis
of the membrane rearrangements induced by coronavirus. Cell. Microbiol. 2010, 12, 844–861. [CrossRef]
[PubMed]
De Haan, C.A.; Rottier, P.J. Molecular interactions in the assembly of coronaviruses. Adv. Virus Res. 2005, 64,
165–230. [PubMed]
Perlman, S.; Netland, J. Coronaviruses post-SARS: Update on replication and pathogenesis. Nat. Rev.
Microbiol. 2009, 7, 439–450. [CrossRef] [PubMed]
Knoops, K.; Kikkert, M.; Worm, S.H.; Zevenhoven-Dobbe, J.C.; van der Meer, Y.; Koster, A.J.; Mommaas, A.M.;
Snijder, E.J. SARS-coronavirus replication is supported by a reticulovesicular network of modified
endoplasmic reticulum. PLoS Biol. 2008, 6, e226. [CrossRef] [PubMed]
Ruebner, B.H.; Hirano, T.; Slusser, R.J. Electron microscopy of the hepatocellular and Kupffer-cell lesions
of mouse hepatitis, with particular reference to the effect of cortisone. Am. J. Pathol. 1967, 51, 163–189.
[PubMed]
David-Ferreira, J.F.; Manaker, R.A. An electron microscopy studyof the development of a mouse hepatitis
virus in tissue culture cells. J. Cell Biol. 1965, 24, 57–78. [CrossRef] [PubMed]
Svoboda, D.; Nielson, A.; Werber, A.; Higginson, J. An electron microscopic study of viral hepatitis in mice.
Am. J. Pathol. 1962, 41, 205–224. [PubMed]
Chang, C.K.; Hou, M.H.; Chang, C.F.; Hsiao, C.D.; Huang, T.H. The SARS coronavirus nucleocapsid
protein-forms and functions. Antivir. Res. 2014, 103, 39–50. [CrossRef] [PubMed]
He, R.; Dobie, F.; Ballantine, M.; Leeson, A.; Li, Y.; Bastien, N.; Cutts, T.; Andonov, A.; Cao, J.; Booth, T.F.; et al.
Analysis of multimerization of the SARS coronavirus nucleocapsid protein. Biochem. Biophys. Res. Commun.
2004, 316, 476–483. [CrossRef] [PubMed]
Tooze, J.; Tooze, S.A.; Fuller, S.D. Sorting of progeny coronavirus from condensed secretory proteins at the
exit from the trans-Golgi network of AtT20 cells. J. Cell Biol. 1987, 105, 1215–1226. [CrossRef] [PubMed]
Becker, W.B.; McIntosh, K.; Dees, J.H.; Chanock, R.M. Morphogenesis of avian infectious bronchitis virus
and a related human virus (strain 229E). J. Virol. 1967, 1, 1019–1027. [PubMed]
Orenstein, J.M.; Banach, B.; Baker, S.C. Morphogenesis of coronavirus HCoV-NL63 in cell culture: A
transmission electron microscopic study. Open Infect. Dis. J. 2008, 2, 52–58. [CrossRef] [PubMed]
De Wilde, A.H.; Raj, V.S.; Oudshoorn, D.; Bestebroer, T.M.; van Nieuwkoop, S.; Limpens, R.W.;
Posthuma, C.C.; van der Meer, Y.; Barcena, M.; Haagmans, B.L.; et al. MERS-coronavirus replication
induces severe in vitro cytopathology and is strongly inhibited by cyclosporin A or interferon-α treatment.
J. Gen. Virol. 2013, 94, 1749–1760. [CrossRef] [PubMed]
Maier, H.J.; Neuman, B.W.; Bickerton, E.; Keep, S.M.; Alrashedi, H.; Hall, R.; Britton, P. Extensive
coronavirus-induced membrane rearrangements are not a determinant of pathogenicity. Sci. Rep. 2016, 6.
[CrossRef] [PubMed]
Alonso-Caplen, F.V.; Matsuoka, Y.; Wilcox, G.E.; Compans, R.W. Replication and morphogenesis of avian
coronavirus in Vero cells and their inhibition by monensin. Virus Res. 1984, 1, 153–167. [CrossRef]
Goldsmith, C.S.; Tatti, K.M.; Ksiazek, T.G.; Rollin, P.E.; Comer, J.A.; Lee, W.W.; Rota, P.A.; Bankamp, B.;
Bellini, W.J.; Zaki, S.R. Ultrastructural characterization of SARS coronavirus. Emerg. Infect. Dis. 2004, 10,
320–326. [CrossRef] [PubMed]
Snijder, E.J.; van der Meer, Y.; Zevenhoven-Dobbe, J.; Onderwater, J.J.; van der Meulen, J.; Koerten, H.K.;
Mommaas, A.M. Ultrastructure and origin of membrane vesicles associated with the severe acute respiratory
syndrome coronavirus replication complex. J. Virol. 2006, 80, 5927–5940. [CrossRef] [PubMed]
Salanueva, I.J.; Carrascosa, J.L.; Risco, C. Structural maturation of the transmissible gastroenteritis
coronavirus. J. Virol. 1999, 73, 7952–7964. [PubMed]

Viruses 2017, 9, 251

30.
31.

32.
33.

34.

35.

36.
37.

38.
39.
40.

41.

42.
43.
44.

45.
46.
47.

48.
49.
50.

17 of 18

Ng, M.L.; Tan, S.H.; See, E.E.; Ooi, E.E.; Ling, A.E. Proliferative growth of SARS coronavirus in Vero E6 cells.
J. Gen. Virol. 2003, 84, 3291–3303. [CrossRef] [PubMed]
Almsherqi, Z.A.; McLachlan, C.S.; Mossop, P.; Knoops, K.; Deng, Y. Direct template matching reveals a
host subcellular membrane gyroid cubic structure that is associated with SARS virus. Redox Rep. 2005, 10,
167–171. [CrossRef] [PubMed]
Almsherqi, Z.A.; Landh, T.; Kohlwein, S.D.; Deng, Y. Chapter 6: Cubic membranes the missing dimension of
cell membrane organization. Int. Rev. Cell Mol. Biol. 2009, 274, 275–342. [PubMed]
Banach, S.B.; Orenstein, J.M.; Fox, L.M.; Randell, S.H.; Rowley, A.H.; Baker, S.C. Human airway epithelial
cell culture to identify new respiratory viruses: Coronavirus NL63 as a model. J. Virol. Methods 2009, 156,
19–26. [CrossRef] [PubMed]
Castillo, J.A.; Castrillon, J.C.; Diosa-Toro, M.; Betancur, J.G.; St Laurent, G., 3rd; Smit, J.M.; Urcuqui-Inchima, S.
Complex interaction between dengue virus replication and expression of miRNA-133a. BMC Infect. Dis.
2016, 16, 29.
Ruiz Silva, M.; van der Ende-Metselaar, H.; Mulder, H.L.; Smit, J.M.; Rodenhuis-Zybert, I.A. Mechanism and
role of MCP-1 upregulation upon chikungunya virus infection in human peripheral blood mononuclear
cells. Sci. Rep. 2016, 6. [CrossRef] [PubMed]
Hofmann, M.; Wyler, R. Propagation of the virus of porcine epidemic diarrhea in cell culture. J. Clin. Microbiol.
1988, 26, 2235–2239. [PubMed]
Trujillo-Ortega, M.E.;
Beltran-Figueroa, R.;
Garcia-Hernandez, M.E.;
Juarez-Ramirez, M.;
Sotomayor-Gonzalez, A.; Hernandez-Villegas, E.N.; Becerra-Hernandez, J.F.; Sarmiento-Silva, R.E.
Isolation and characterization of porcine epidemic diarrhea virus associated with the 2014 disease outbreak
in Mexico: Case report. BMC Vet. Res. 2016, 12, 132. [CrossRef] [PubMed]
Hibbard, S.; Mitchell, D.; Porcerelli, J. Internal consistency of the object relations and social cognition scales
for the Thematic Apperception Test. J. Personal. Assess. 2001, 77, 408–419. [CrossRef] [PubMed]
Barrett, P.N.; Meyer, H.; Wachtel, I.; Eibl, J.; Dorner, F. Determination of the inactivation kinetics of hepatitis
A virus in human plasma products using a simple TCID50 assay. J. Med. Virol. 1996, 49, 1–6. [CrossRef]
Cong, Y.; Li, X.; Bai, Y.; Lv, X.; Herrler, G.; Enjuanes, L.; Zhou, X.; Qu, B.; Meng, F.; Cong, C.; et al. Porcine
aminopeptidase N mediated polarized infection by porcine epidemic diarrhea virus in target cells. Virology
2015, 478, 1–8. [CrossRef] [PubMed]
Degtyarev, M.; de Maziere, A.; Orr, C.; Lin, J.; Lee, B.B.; Tien, J.Y.; Prior, W.W.; van Dijk, S.; Wu, H.; Gray, D.C.;
et al. Akt inhibition promotes autophagy and sensitizes PTEN-null tumors to lysosomotropic agents.
J. Cell Biol. 2008, 183, 101–116. [CrossRef] [PubMed]
Rabouille, C. Quantitative aspects of immunogold labeling in embedded and nonembedded sections.
Methods Mol. Biol. 1999, 117, 125–144. [PubMed]
Slot, J.W.; Geuze, H.J. Cryosectioning and immunolabeling. Nat. Protoc. 2007, 2, 2480–2491. [CrossRef]
[PubMed]
Mari, M.; Bujny, M.V.; Zeuschner, D.; Geerts, W.J.; Griffith, J.; Petersen, C.M.; Cullen, P.J.; Klumperman, J.;
Geuze, H.J. SNX1 defines an early endosomal recycling exit for sortilin and mannose 6-phosphate receptors.
Traffic 2008, 9, 380–393. [CrossRef] [PubMed]
Oshiro, L.S.; Schieble, J.H.; Lennette, E.H. Electron microscopic studies of coronavirus. J. Gen. Virol. 1971, 12,
161–168. [CrossRef] [PubMed]
Hagemeijer, M.C.; Vonk, A.M.; Monastyrska, I.; Rottier, P.J.; de Haan, C.A. Visualizing coronavirus RNA
synthesis in time by using click chemistry. J. Virol. 2012, 86, 5808–5816. [CrossRef] [PubMed]
Storrie, B.; White, J.; Rottger, S.; Stelzer, E.H.; Suganuma, T.; Nilsson, T. Recycling of golgi-resident
glycosyltransferases through the ER reveals a novel pathway and provides an explanation for
nocodazole-induced Golgi scattering. J. Cell Biol. 1998, 143, 1505–1521. [CrossRef] [PubMed]
Sasaki, J.; Ishikawa, K.; Arita, M.; Taniguchi, K. ACBD3-mediated recruitment of PI4KB to picornavirus RNA
replication sites. EMBO J. 2012, 31, 754–766. [CrossRef] [PubMed]
Noiva, R.; Lennarz, W.J. Protein disulfide isomerase. A multifunctional protein resident in the lumen of the
endoplasmic reticulum. J. Biol. Chem. 1992, 267, 3553–3556. [PubMed]
Lasecka, L.; Baron, M.D. The nairovirus nairobi sheep disease virus/ganjam virus induces the translocation
of protein disulphide isomerase-like oxidoreductases from the endoplasmic reticulum to the cell surface and
the extracellular space. PLoS ONE 2014, 9, e94656. [CrossRef] [PubMed]

Viruses 2017, 9, 251

51.

52.

53.

54.

55.

56.

18 of 18

Zhao, S.; Gao, J.; Zhu, L.; Yang, Q. Transmissible gastroenteritis virus and porcine epidemic diarrhoea virus
infection induces dramatic changes in the tight junctions and microfilaments of polarized IPEC-J2 cells.
Virus Res. 2014, 192, 34–45. [CrossRef] [PubMed]
Guo, X.; Zhang, M.; Zhang, X.; Tan, X.; Guo, H.; Zeng, W.; Yan, G.; Memon, A.M.; Li, Z.; Zhu, Y.; et al.
Porcine epidemic diarrhea virus induces autophagy to benefit its replication. Viruses 2017, 9, 53. [CrossRef]
[PubMed]
Klionsky, D.J.; Abdelmohsen, K.; Abe, A.; Abedin, M.J.; Abeliovich, H.; Acevedo Arozena, A.; Adachi, H.;
Adams, C.M.; Adams, P.D.; Adeli, K.; et al. Guidelines for the use and interpretation of assays for monitoring
autophagy (3rd edition). Autophagy 2016, 12, 1–222. [CrossRef] [PubMed]
Orrenius, S.; Ericsson, J.L.; Ernster, L. Phenobarbital-induced synthesis of the microsomal drug-metabolizing
enzyme system and its relationship to the proliferation of endoplasmic membranes. A morphological and
biochemical study. J. Cell Biol. 1965, 25, 627–639. [CrossRef] [PubMed]
Maiuolo, J.; Bulotta, S.; Verderio, C.; Benfante, R.; Borgese, N. Selective activation of the transcription factor
ATF6 mediates endoplasmic reticulum proliferation triggered by a membrane protein. Proc. Natl. Acad.
Sci. USA 2011, 108, 7832–7837. [CrossRef] [PubMed]
Qinfen, Z.; Jinming, C.; Xiaojun, H.; Huanying, Z.; Jicheng, H.; Ling, F.; Kunpeng, L.; Jingqiang, Z. The life
cycle of SARS coronavirus in Vero E6 cells. J. Med. Virol. 2004, 73, 332–337. [CrossRef] [PubMed]
© 2017 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/).

