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Abstract: The high human cost of Zika virus infections and the rapid establishment of virus circulation
in novel areas, including the United States, present an urgent need for countermeasures against this
emerging threat. The development of an effective vaccine against Zika virus may be problematic
because of the cross reactivity of the antibodies with other flaviviruses leading to antibody-dependent
enhancement of infection. Moreover, rapidly replicating positive strand RNA viruses, including Zika
virus, generate large spectrum of mutant genomes (quasi species) every replication round, allowing
rapid selection of variants resistant to drugs targeting virus-specific proteins. On the other hand,
viruses are ultimate cellular parasites and rely on the host metabolism for every step of their life cycle,
thus presenting an opportunity to manipulate host processes as an alternative approach to suppress
virus replication and spread. Zika and other flaviviruses critically depend on the cellular secretory
pathway, which transfers proteins and membranes from the ER through the Golgi to the plasma
membrane, for virion assembly, maturation and release. In this review, we summarize the current
knowledge of interactions of Zika and similar arthropod-borne flaviviruses with the cellular secretory
machinery with a special emphasis on virus-specific changes of the secretory pathway. Identification
of the regulatory networks and effector proteins required to accommodate the trafficking of virions,
which represent a highly unusual cargo for the secretory pathway, may open an attractive and
virtually untapped reservoir of alternative targets for the development of superior anti-viral drugs.
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1. Introduction

Zika virus is a positive strand RNA ((+)RNA) virus belonging to a group of mosquito-borne
flaviviruses that includes Dengue viruses, West Nile virus, yellow fever virus, Japanese encephalitis
virus and a growing number of other less-known viruses with potential as human pathogens [1].
Zika virus was discovered in rhesus monkeys in Uganda in 1947 and, although serological surveys
demonstrated wide distribution of Zika infection in human populations throughout Africa, India
and South-East Asia, until recently the virus was considered an obscure tropical pathogen of little
importance to public health [2–5]. The virus emerged in the spotlight after major outbreaks in the South
Pacific in 2007, 2013–2014 and the most recent one in Brazil and other South American countries [6–9].
Among the most severe consequences of the introduction of the virus in the previously Zika-naïve
populations were increased incidence of Guillain-Barré syndrome, a devastating autoimmune disorder
targeting the nervous system and congenital defects including microcephaly [10,11]. The rapid spread
of the virus, which effectively established global presence in the tropical regions, similar to the
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distribution of Dengue viruses and the high human cost of infections prompted the WHO to declare
Zika a public health emergency of international concern in 2016.

Zika virus persists in enzootic cycle between primates (including humans) and mosquitoes
of Aedes genus, especially Aedes albopictus and has a high potential for establishing circulation in
other mammalian and mosquito species (reviewed in Reference [12]). In contrast to other related
mosquito-borne flaviviruses, Zika virus seems to be unique in its capability to persist for months in
immune-privileged sites, such as eyes and testes and to be transmitted sexually [13,14]. The capacity
of the virus to persist in immune-privileged sites may represent a significant hurdle in designing
an effective vaccine. Moreover, implementation of an anti-Zika vaccine may be problematic in the areas
where Zika virus co-circulates with Dengue viruses since cross-reactivity of Dengue and Zika virus
antibodies has been demonstrated in cell culture and animal studies to lead to antibody-dependent
mutual enhancement of infection, underscoring the necessity to develop alternative approaches against
this emerging virus [15–19].

Rapidly replicating (+)RNA viruses, including mosquito-borne flaviviruses, are notorious for
their ability to develop resistance to compounds targeting viral proteins [20,21]. On the other hand,
viruses rely on cellular metabolism for every step of their life cycle, providing an opportunity to
control infections by manipulating host rather than viral factors. Cellular proteins do not change,
thus targeting cellular factors critical for infection instead of easily adaptable viral proteins likely
poses a higher barrier for development of resistance. Moreover, even distantly related viruses rely
on highly conserved replication mechanisms and likely share the requirements for the same cellular
factors, thus providing an opportunity for developing broadly effective therapeutics with high barrier
of resistance [22].

Zika and related flaviviruses critically depend on the cellular secretory pathway for virion
formation, maturation and release, as well as for secretion of the viral protein NS1, an important
modulator of host immunity. Such dependence may represent an especially vulnerable step of the
viral life cycle. Trafficking of the virions requires extensive modifications of the secretory pathway
to accommodate the large particulate cargo. Thus, the membrane landscape of infected cells should
significantly differ from that in uninfected ones, providing an opportunity to develop interventions
specifically targeting cells supporting active virus replication.

Zika infection in a mammalian host proceeds through sequential engagement of different types
of cells. The virus from the original inoculum delivered in a mosquito bite infects nearby skin cells,
such as skin fibroblasts and keratinocytes and is eventually picked up by skin-resident dendritic cells
(Langerhans cells) that deliver the virus to the draining lymph nodes [23]. Infection of monocytes
and macrophages infiltrating the lymph nodes leads to mounting viremia, necessary for subsequent
transmission of the virus to new mosquito vectors during blood meal. Circulation of infected monocytes
in the blood stream also allows the virus to reach other sites in the body, including those important
for the development of Zika-specific pathologies and persistence, such as placenta and testes [24,25].
Thus, for successful sustained infection, the virus has to be able to navigate different cell-specific
secretory pathway landscapes. Moreover, since the viral transmission cycle also requires replication
and virion production in a mosquito vector, the virus has to maintain the ability to also engage the
arthropod secretory pathway. This implies that the virus likely targets similar, highly evolutionarily
conserved elements controlling the functionality of the secretory pathway in diverse organisms.
Here we take a cellular biology-focused, rather than the usual virus-centric approach, to summarize
the current understanding of the engagement of the cellular secretory machinery in Zika (and related
flaviviruses)-infected cells and seek to highlight the areas where our knowledge is particularly scarce.
The detailed understanding of this critical virus-cell interaction could open novel avenues for the
development of better infection control strategies. We focus our discussion mainly on virion trafficking,
as the mechanisms involved in secretion of the flavivirus protein NS1 have been recently reviewed
in References [26,27]. Table 1 provides a succinct summary of the current state of knowledge of the
involvement of cellular secretory pathway factors in the flavivirus life cycle.
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Table 1. Host secretory and membrane trafficking factors involved in Flavivirus life cycle.

Host Factor Shown to Be
Required for Viruses Factor Function in Non-Infected Cells Factor Function during Viral Replication

Furin Multiple flaviviruses Intraluminal protease of the TGN Cleaves viral glycoprotein prM into the mature M

Fatty acid synthase Dengue 2, 4,
West Nile, Yellow fever

Synthesizes long chain fatty acids needed for
membranes biogenesis

Recruited to convoluted membranes, potentially to
generate lipids to support ER expansion;
upregulated during viral infection

Reticulon 3.1A Dengue 2,
West Nile, Zika

Involved in maintaining the tubular dynamic
structure of the ER Required for the formation of viral vesicle packets

Calreticulin
Calnexin
GRP78

Multiple flaviviruses ER lumen chaperones involved in
protein folding

Facilitate proper folding of viral proteins; may
participate in viral particle assembly

ESCRT-I Dengue 2,
Japanese encephalitis

Required for the concentration of cargoes on
endosomal membranes and deformation of
membranes to form lumen-facing vesicles

The Tsg101 component of ESCRT-I is required to
efficiently form and bud virions into the ER lumen

CHMP2/3
CHMP4

Dengue 2,
Japanese encephalitis

CHMPs are family members of ESCRT-III that
facilitates fission of endosomal lumen-facing
vesicles to generate multi-vesicular-bodies;
this process generates exosomes

CHMPs are required to efficiently form virions.
CHMP2B and CHMP4B are adjacent to viral
particles in JEV-infected cells.

KDEL receptor 1 and 2 Dengue 1-3

KDELRs interact with ER-escaped proteins
carrying the C-terminal KDEL motif in the
Golgi and sort them into recycling COPI
vesicles destined for the ER

KDELRs interact with prM to potentially assist
with virion egress from the ER

ERI3 Dengue 2, Yellow fever Golgi localized exonuclease

ERI3 relocates to sites of viral replication; has
essential role in viral RNA synthesis (function
unclear but ERI3 is not required for viral RNA
stability or translation

SPCA1 Dengue 2,
West Nile, Zika

TGN localized calcium transporter that
regulates the activity of furin

Necessary for maturation of viral glycoproteins,
probably through impacting furin activity

GBF1 Dengue 2, Zika
Facilitates GDP/GTP exchange to activate
Arfs, which then support the recycling
Golgi-to-ER COPI recycling pathway

Recruited to replication sites; function unknown

EXOCYST complex Dengue 2 Tethers Golgi-derived secretory vesicles to
the plasma membrane prior to fusion

The EXO84 component is required for optimal viral
secretion but not replication; the EXO70
component is upregulated 18 h past infection

2. Zika Virus Genome Organization and Replication Cycle

Zika virus genome RNA of ~10,500 nt has a 5′ cap structure but lacks a poly-A tail and codes
for one polyprotein that contains three structural peptides (capsid protein (C), envelope (E) and
membrane (prM/M) glycoproteins) in its N-terminus, followed by non-structural proteins responsible
for RNA replication and evasion of the host anti-viral response (NS1-NS5A) (Figure 1). Translation
of the flavivirus RNA is likely initiated in the cytosol immediately upon release from the virion.
The N-terminal part of the nascent polyprotein contains an ER-localization signal that promotes
rapid association of ribosomes translating the viral RNA with the ER membranes. This results in
co-translational insertion of the growing polyprotein into the ER, leading to a complex distribution
of the individual protein domains: PrM, E, NS1 and some extended stretches of NS2A, NS4A and
NS4B are located intraluminally, while C, NS3 and NS5 are facing the cytoplasmic side of the ER,
with several transmembrane sequences present in NS2A, NS2B and NS4B traversing the ER membrane
bilayer (reviewed in Reference [28]).

The polyprotein is processed into individual peptides by virally-encoded protease complex
NS2B-NS3 that cleaves bonds exposed on the cytoplasmic side of the ER, as well as cellular proteases
including signal peptidase that cleave bonds located in the lumen of the ER (Figure 1). The final
cleavage of the glycoprotein prM to generate its mature form M required for virion infectivity is
performed by the Golgi-resident protease furin [29]. The non-structural proteins form replication
complexes on modified ER membranes and first transcribe genomic (+)RNA into a minus strand RNA
that serves as a template for producing multiple copies of progeny (+)RNAs. The newly-synthesized
(+)RNAs can be either recruited for further rounds of translation/replication or incorporated into
virions, which also initiate their assembly on ER membranes. Assembled virions enter and then travel
through the secretory pathway, undergoing maturation along the way, until their final release into the
extracellular space.
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Red triangles designate cleavages performed by the viral protease complex NS2B-NS3 on the
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inside the ER lumen; green star shows final maturation cleavage of M glycoprotein performed by the
Golgi-resident protease furin.

3. Overview of the Secretory Pathway

The cellular secretory pathway is a complex trafficking network mediating movement of proteins
from the ER to other organelles, including the plasma membrane, where they may remain associated
with the cell surface, or are secreted into the extracellular space. The secretory pathway operates in
all eukaryotic cells and is an essential housekeeping process facilitated by a set of highly conserved
molecules [30–33]. However, in multicellular organisms the secretory pathway is further specialized to
perform cell-specific functions and the trafficking capacity and the adaptation to transport specific
cargos are significantly different among different cell types. Such adaptation is supported by the
extensive evolution of additional trafficking components, most often by gene duplication and
neo-functionalization of pre-existing key components [34]. Thus, while the main steps of the secretory
pathway and the key regulatory networks controlling them are conserved from yeast to humans,
the human genome encodes several orthologs of yeast proteins, specialized for handling different
types of cargos.

All the proteins to be secreted are synthesized by ER-associated ribosomes and are either partially
(transmembrane proteins) or completely (soluble proteins) translocated across the ER membrane into
the lumen of this extensive tubular organelle (Figure 2). While in the ER, the newly-synthetized
proteins interact with ER-resident chaperones that facilitate proper folding of the proteins and undergo
initial glycosylation modifications. The time spent at the ER is an important element of protein
quality control, which is necessary to select properly folded proteins to be moved further along the
secretory pathway and to remove defective/misfolded proteins for degradation [35]. Protein exit from
the ER proceeds at the ER exit sites (ERES), specialized ER domains where proteins to be secreted
are concentrated and packaged into COPII transport vesicles. The proteins destined for secretion
contain specific signal sequences that mediate their interaction with cargo adaptor proteins that ensure
sorting into COPII-coated vesicles, thus segregating secretory proteins from ER-resident factors [36,37].
COPII vesicles deliver their cargo to the next transport station, the ER-Golgi Intermediate Compartment
(ERGIC) and from there, the proteins are transported to the Golgi. The anterograde flow of membranes
and cargo is balanced by the efficient recycling of membrane and escaped ER proteins from the Golgi
back to the ER that is maintained by COPI-coated vesicles, thus supporting the dynamic steady-state
equilibrium between these organelles [38].

The Golgi is a stack of membranous cisternae arranged in a cis, medial and trans orientation,
with the cis side facing the ER and the trans side facing the plasma membrane (Figure 2). Two models
have been proposed for the movement of cargo proteins through the Golgi stack. One states that the
proteins are transferred between the Golgi cisternae via vesicles, similar to the trafficking between the
ER and the ERGIC. In this view, the Golgi cisternae represent dynamic but relatively stable entities
maintaining their relative positions for a prolonged period of time. The other model posits that
movement through the Golgi involves the whole cisternae, so that they form de novo at the cis side by
incoming ERGIC compartments, while the cisternae at the trans side disappear by transforming into the
extensive tubular trans Golgi network (TGN). TGN then generates specific carriers to move proteins to
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their final destinations, including the plasma membrane [39,40]. The models are not mutually exclusive
and there is evidence that different cargoes are primarily transported by one or the other mechanism.
It is also possible that in different cell types, one or the other model may function preferentially.
During their passage through the Golgi, the proteins undergo final glycosylation modifications and
many are proteolytically processed by the Golgi-resident enzymatic machinery [41]. The delivery
of secretory proteins to the plasma membrane can proceed through the fusion of tubular transport
tubules directly emanating from the TGN, through the release of TGN-derived secretory granules,
or through the fusion of post-TGN endosomal compartments such as multivesicular bodies (Figure 2).
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Figure 2. Compartments of the secretory pathway. Transport steps are indicated by arrows. Secretory
cargos are synthesized in the ribosome-studded ER, exit the ER at ERES in COPII-coated (brown)
vesicles and are transported to the ER-Golgi compartment (ERGIC) and then to the Golgi. After passage
through the Golgi complex in the cis-to-trans direction, cargos are packaged at the TGN for delivery
to the PM, early and late endosomes and in some cells to secretory granules. Sorting into endosomal
compartments and secretory granules is mediated by clathrin-coated (red) vesicles. Transport to the
PM is mediated by transport tubules. A COPI-mediated (green) recycling pathway retrieves escaped
proteins from the ERGIC and the Golgi and returns them to the ER. Multivesicular bodies form by
invaginations of endosomal membrane into its lumen and can fuse with the PM to release their content
of exosomal vesicles.

4. The Secretory Pathway in Zika Virus Infection: ER Modifications

The ER undergoes massive remodelling in cells infected with Zika and other arthropod-borne
flaviviruses. The infection-induced changes of ER architecture likely disturb normal balance of the
secretory trafficking factors and condition the cell for subsequent virion secretion. EM images of
Zika-infected cells reveal infection-specific modifications of the ER membranes, generating spatially
distinct domains that support specific processes of the virus replication cycle.

The RNA translation and initial polyprotein processing are believed to be associated with so-called
convoluted membranes (CM) [42–45] derived from local proliferations of the ER membrane, which form
extensive folds and are often arranged in paracrystalline arrays [43,44,46,47]. The mechanism underlying
the development of CM is not clear but it is likely to be at least partially dependent on activation of
new lipid synthesis, required to support ER membrane growth. Indeed, it was shown that Zika-related
arthropod-borne flaviviruses, such as West Nile and Dengue viruses, actively recruit cellular fatty
acid synthase, an enzyme that provides long chain fatty acids necessary for membrane lipid synthesis,
to the replication sites [48–50]. Interestingly, the characteristic CM are detected only in mammalian
cells infected with Dengue virus but not in a mosquito-derived C6/36 cell line, indicating significant
host-specific differences in the development of infection [45].
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Viral RNA replication proceeds in the invaginations of the rough ER membrane into the ER lumen
connected to the cytoplasm by a narrow neck [43,51,52]. Different strains of the Zika virus generate
replication invaginations of different size in the same cell type and infection with the same virus
induces invagination of different size in different cell types, suggesting the coordinate involvement of
both host and viral factors in their development [44]. Interestingly, the diameter of the neck connecting
the invaginations to the cytoplasm is similar regardless of the cell type or the virus strain and was
even comparable in cells infected with either Zika or Dengue viruses, suggesting a conserved viral
and/or cellular machinery involved in their formation [44]. Individual replication invaginations are
often clustered together to form so-called vesicle packets, whose formation and morphology depends
on the recruitment of a cellular protein reticulon 3.1A, a host factor involved in the maintenance of ER
structure [43,51–53]. The exact role that reticulon 3.1A plays in packets formation is unclear but it may
function to corral viral and host proteins within a limited area by restricting lateral diffusion within
the plane of the ER membrane. The 3D electron tomography images suggest that CM and vesicle
packets may be connected by one continuous sheet of membrane derived from the ER [43] but how
such complex architecture is achieved and maintained remains to be determined. Expression of only
the viral integral membrane protein NS4A is sufficient to induce invaginations morphologically similar
to those observed in infected cells, although NS4B could also contribute to their development [54–56].
Still, the mechanism of how NS4A alters ER homeostasis and which host factors are required to support
the development of invaginations is unknown. The membrane invaginations provide a structural
scaffold for the assembly of the viral replication machinery, where the viral RNA, helicase NS3 and
polymerase NS5 are associated with the cytoplasmic side of the invagination membrane, integral
membrane proteins NS2A, NS2B, NS4A and NS4B impregnate the lipid bilayer and dimers of NS1
protein stabilize the replication complex from the luminal side of the ER through interactions with
NS4A and NS4B (reviewed in Reference [29]).

The virion assembly sites of the members of the Flavivirus genus, including Zika virus, are yet
another virus-specific domain that forms on the ER membranes of infected cells. The virion formation
sites have the capsid protein C associated with the cytoplasmic side of the ER membrane and the viral
surface glycoproteins prM and E lining the luminal side of the ER membrane. The correct folding
of the flavivirus glycoproteins appears to be facilitated by the host chaperones such as calreticulin,
calnexin and GRP78 (also called BiP) that have been shown to interact with the envelope glycoproteins
accumulating in the ER [57–60]. The viral RNA associates with the capsid C protein and a nascent
virion subsequently buds into the ER lumen. Electron microscopy studies reveal a close juxtaposition of
the virion assembly sites to the replication invaginations in different cell types infected with different
flaviviruses, including Zika virus [43–45,61,62]. Such close spatial arrangement isolates the RNA
replication-virion assembly interface from the cellular milieu and is likely important for the specificity
of RNA incorporation into virions, since no packaging signal has been identified in the viral RNA and
interaction of the C protein with RNA also does not seem to be specific [63,64].

The process of virion budding into the ER resembles the formation of intraluminal vesicles within
endosomes to form multi-vesicular bodies in uninfected cells. This process involves the sequestration
of transmembrane proteins within a patch in the endosomal membrane (which resembles that
of the accumulation of the viral capsid and glycoproteins at the virion budding site on the ER),
followed by the invagination of the endosomal membrane containing the sequestered proteins into
the lumen. Subsequent pinching of the bud neck results in the release of small vesicles containing
the proteins into the lumen of the endosome. This process is thermodynamically unfavourable and
in cells is catalysed by the endosomal sorting complex required for transport (ESCRT). Four ESCRT
complexes composed of different subunits exist in mammalian cells and localize predominantly to
the endosomes (and to the plasma membrane in dividing cells). ESCRT-0 recognizes ubiquitylated
proteins; ESCRT-I, ESCRT-II and ALIX play roles in the concentration of the proteins into a “patch” and
the deformation of membranes by inducing inward curvature; and ESCRT-III constitutes the fission
machinery necessary to release the nascent vesicle into the endosomal lumen. Indeed, specific elements
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of the ESCRT machinery seem to be hijacked for flavivirus virion biogenesis since depletion of some
ESCRT components reduced the number of mature viral particles and resulted in the accumulation
of incomplete ER membrane-associated virions without a significant effect on the structures of CM
and vesicle packets in Dengue virus-infected cells. Specifically, the Tsg101 component of ESCRT-1 and
the CHMP2/3 and CHMP4 family members of ESCRT-III were shown to be required for the efficient
formation of both JEV and DENV virions [65]. Furthermore, endogenous CHMP2B and CHMP4B
were detected in JEV-infected cells adjacent to viral particles, suggesting the ESCRT pathway directly
participates in membrane deformation during viral particle formation [65].

The increased viral protein synthesis and the formation of the RNA replication and virion assembly
sites in the ER are likely to trigger a stress response within the secretory pathway. ER homeostasis
is sensed and maintained by multiple systems, including a family of CREB3 transcription factors
highly conserved from sponges to humans. Interestingly, these transcription factors are activated
only under conditions of increased secretory demand. For instance, the single Drosophila CREB3-like
factor CrebA is not required to support basal secretion in cells but is absolutely essential in specialized
secretory cells such as salivary glands during secretion of copious amounts of glue proteins [66,67].
In mammals, the CREB3 family is represented by five members with tissue-specific expression
patterns [68]. The human CREB3L1 is the closest orthologue of Drosophila CrebA and it has
been shown to be functionally analogous [67]. CREB3L1 appears to facilitate trafficking of bulky
proteins such as large collagen fibrils in chondrocytes by upregulating the expression of specialized
transport components necessary to adjust the secretory pathway to handle such large particulates.
Since flavivirus virions are also a relatively large particulate cargo, CREB3L1-mediated upregulation
of specific transport factors could be important for the adaptation of the secretory pathway in infected
cells to facilitate virion trafficking. Interestingly, analysis of the published transcriptome data of
flavivirus-infected cells shows that the amount of CREB3L1 mRNA is increased >8-fold in Zika- and
>28-fold in Dengue-infected cells [69]. However, the possible requirement for CREB3L1 function in
Zika life cycle and the mechanism of its action remain to be defined.

5. The Secretory Pathway in Zika Virus Infection: Leaving the ER

The nascent virions accumulated within the ER lumen are expected to engage the cellular secretory
machinery to be delivered to the next secretory compartment, the Golgi complex. The molecular
working of the secretory pathway has been largely deciphered using the S. cerevisiae yeast and the
genes involved often have designation Sec, from the mutants defective in secretion. Cargo proteins
leave the ER in COPII-coated vesicles that bud from ERES (Figure 2). The formation of COPII vesicles
is initiated by the association of an activated (GTP-bound) form of a small GTPase Sar1 with ERES
membranes, leading to the recruitment of the Sec24/Sec23 complex that forms the inner layer of
the COPII coat, followed by the association of the Sec13/31 outer layer. The Sec23 stimulates the
GTPase activity of Sar1, leading to its dissociation from the membranes and this stimulatory function
of Sec23 is in turn enhanced by the binding of the Sec31/Sec13 layer. Thus, the basic constituents
of the COPII coat bring with them the feedback mechanism limiting the expansion of this complex
on the ER membrane. The recruitment of cargo proteins into the nascent vesicle is mediated by the
“inner layer” Sec24 component of the COPII complex. Sec24 directly interacts with the cargo secretion
signals exposed on the cytosolic side of the ER. Thus, only transmembrane proteins could have intrinsic
secretion signals accessible by Sec24. The luminal cargo proteins to be recruited into COPII vesicles
must interact with ER transmembrane cargo receptors that have a luminal cargo-binding domain and
a cytosolic domain presenting export signal for interaction with Sec24 (reviewed in References [70,71]).
Considering that flavivirus virions are strictly intraluminal, interactions with a cargo receptor are likely
to be required for their active packaging into COPII carriers. The principles guiding the interactions of
soluble luminal proteins with different cargo receptors are incompletely understood and it is difficult
to predict which cargo receptor(s) might be utilized by the Zika virions. Importantly, all signals
responsible for flavivirus virion interaction with the cellular secretory machinery are localized in the
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prM-E region of the polyprotein, because expression of only this fragment is sufficient for the cells
to form and secrete subviral particles with structural and antigenic properties resembling those of
mature virions [72–76]. Moreover, protein E could be secreted when it is expressed individually but the
secretion increases dramatically when E is co-expressed with prM, either in cis or in trans, suggesting
that a prM-E complex may present an optimized interface for interacting with the ER cargo receptor
proteins [77]. Interestingly, mutations in the non-structural protein NS2 of West Nile and Yellow
fever virus were shown to affect assembly and secretion of infectious virions but not empty virus-like
particles containing prM-E [78–80]. Mutation of glycosylation sites on the E glycoprotein reduced the
rate of secretion of Dengue particles due to retention in the ER, suggesting that a lectin-like intraluminal
domain of a cargo receptor might be involved in virion sorting [81,82]. However, the glycosylation sites
are not strictly conserved among flavivirus strains and glycosylation seems to affect flavivirus secretion
only from mammalian but not from arthropod cells [83], indicating that alternative virus-receptor
interactions exist.

Moreover, the available data suggest that different flaviviruses may rely on different receptors for
virion exit from the ER, and/or that they may use unconventional pathways of cargo sorting. It has
been reported that the prM proteins of Dengue viruses 1–3 but not those of Dengue 4 or West Nile
virus, interact with the cellular transmembrane KDEL receptor (KDELR) proteins 1 and 2 and that this
interaction is required for transferring the virions from the ER to the Golgi [84]. The interaction of
DENV 1–3 prM with KDELRs is mediated by three, positively charged, N-terminal amino acids on
prM, H2, R19 and K21 [84]. This ER-to-Golgi transport role for KDELRs is significantly different from
its function in non-infected cells, where KDELRs transfer proteins in the opposite direction, from the
Golgi to the ER by interacting with cargo proteins through their C-terminal KDEL motif [85]. Thus,
the Dengue virus prMs interact with KDELRs in the ER via a sequence motif that is different from the
KDEL motif used in the Golgi and thereby imparts a new function to these cellular factors.

It is currently assumed that flavivirus virions exit the ER by being incorporated into COPII
vesicles but this presents a challenge for the conventional secretory pathway. The fully formed regular
COPII vesicles have a diameter of ~60–100 nm, barely sufficient to fit one immature flavivirus virion of
~50 nm diameter found inside the ER lumen. Moreover, the accumulating evidence demonstrates that
Zika virions associate into extensive paracrystalline lattices and/or clusters inside the ER and that at
least some of these assemblages transit in their entirety all the way to the plasma membrane [44,86,87].
So how can the COPII machinery manage to transport large viral agglomerates? One possible solution
to this problem is that virion clusters could engage multiple cargo receptors which in non-infected
cells are associated with much smaller cargo. Exposure of an array of trafficking signals of these
receptors on the cytoplasmic side of the ER may increase the nucleation area of COPII coat and
lead to the formation of much bigger COPII vesicles. Another possibility is that flaviviruses engage
a specialized secretory machinery normally reserved for trafficking of large cargo such as chylomicrons
or collagen fibrils in specialized cells. Although these unusually large cargoes also exit the ER in COPII
structures, these COPII carriers bud from ERES that are distinct from ERES that bud “normal” COPII
vesicles. The formation of these modified COPII structures and sorting of unusual cargo into them
requires the expression of specific isoforms of the GTPase Sar1 (Sar1b) and the cargo-interacting Sec24
(Sec24d), as well as accessory proteins such as TANGO1 and its binding partner cTAGE5 [88–90].
TANGO1 is a transmembrane protein that acts as a receptor for specific large cargo molecules,
like collagen fibrils. cTAGE5 is a TANGO1 homologue that is also anchored in the ER membrane
and has a similar cytosol-exposed part but lacks luminal cargo-interacting domain. The mechanism
of how cTAGE5 and TANGO promote formation of large COPII carriers is not well understood but
it seems that a concerted engagement of cTAGE5 and TANGO1 increases the recruitment of Sec12,
a guanine nucleotide exchange factor for the GTPase Sar1, likely leading to more effective and perhaps
sustained nucleation of COPII subunits on membranes and the consequent formation of much larger
COPII-coated vesicles. Another mechanism of accommodating large cargo for export from the ER,
operating during secretion of chylomicron particles from enterocytes, depends on the expression of
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a specific isoform of Sar1, Sar1b. Compared to the Sar1a isoform commonly expressed in mammalian
cells, the GTPase activity of Sar1b is less stimulated by an interaction with the Sec13/31 complex,
leading to an increased concentration of the activated GTPase on membranes and consequently
causes the assembly of larger COPII structures [91]. Interestingly, the expression of cTAGE, TANGO1,
Sar1b as well as the Sec24d isoform in cells secreting large cargos is under CREB3L1 transcriptional
control (which is upregulated in Zika-infected cells) and these large cargo-specialized factors are also
upregulated in flavivirus-infected cells [69].

6. The Secretory Pathway in Zika Virus Infection: Moving Through the Golgi?

The dependence of infection on Golgi-resident proteins SPCA1, ERI3 and furin, the pattern
of glycosylation of the flavivirus envelope glycoproteins, the importance of low pH environment
characteristic of trans-Golgi for the furin-mediated cleavage of the glycoprotein prM and rearrangement of
the glycoprotein E on the virion surface, all imply that the virions must transition through a Golgi-like
environment on their way to the plasma membrane [92–95]. Yet, in EM images of infected cells,
the well-defined stacks of the Golgi cisternae typical for non-infected cells are no longer detectable [44,86,87].
Moreover, light microscopy observations demonstrate the fragmentation of the cis and trans Golgi
in infected cells [44]. In the case of the West Nile virus, a trans-Golgi marker GalT was shown to
relocate and co-localize with the sites of viral RNA replication visualized by antibodies against
double-stranded RNA [96]. Given that RNA replication and virion assembly sites are juxtaposed
to each other in flavivirus-infected cells, these data suggest that the Golgi enzymatic machinery is
likely directly recruited to the membranous compartments accumulating flavivirus virions, in fact
transforming them into a new chimeric ER-Golgi-like structure.

Cells infected with diverse arthropod-borne flaviviruses are known to secrete virions containing
both furin-cleaved and non-cleaved prM glycoproteins and the level of prM maturation determines
such important parameters of infection as virion interaction with antibodies and infectivity (reviewed in
Reference [97]). The redistribution of the Golgi enzymatic machinery to the ER-derived compartments
containing clusters of virions may account for the generation of such a mixture of virions at various
degree of maturation because access to the transmembrane furin will be sterically hindered to viral
particles positioned away from the membrane.

Another indication that secretory trafficking is significantly modified in Zika virus-infected cells
is the reconfiguration of the GBF1-dependent network (GBF1 stands for Golgi-specific Brefeldin
A-resistant guanine nucleotide exchange factor 1). In non-infected cells, the recycling of membranes
from the Golgi to the ER supports the dynamic equilibrium between these two organelles and is
dependent on the activity of the GBF1 protein, a guanine nucleotide exchange factor for several
GTPases of the Arf family. Arf GTPases in their activated, GTP-bound form, associate with membranes
and recruit effector proteins. Human cells express five Arf isoforms, divided into 3 classes (class I:
Arf1 and Arf3; class II: Arf4 and Arf5; and class III: Arf6) based on their sequence and structural
homology. In uninfected cells, GBF1-activated Arfs (likely class I and II but the exact activation profile
of GBF1 in vivo is unclear) recruit the COPI coatomer complex to initiate COPI vesicle formation for
Golgi-to-ER recycling (Figure 2).

Several studies have identified GBF1 as an important cellular factor for Zika virus infection,
as inhibiting GBF1 enzymatic activity by small molecule inhibitors BFA or GCA is detrimental for
replication of diverse flaviviruses, including Zika virus [96,98,99]. In addition, proteomics studies
identified GBF1 as an interactor of some Zika proteins [98,100–103]. The GBF1-dependent Arf activation
that supports COPI pathway has been implicated in the trafficking of the capsid protein C to lipid
droplets, which may serve as a depot of this viral protein regulating its availability for the virion
assembly process [104,105]. However, recent studies suggest that the role of GBF1 in infection could
not be fully explained by GBF1 functioning solely in the assembly of COPI carriers. First, inhibition
of flavivirus replication requires much higher concentrations of GBF1 inhibitors BFA and GCA than
those sufficient to block the functioning of the secretory pathway in uninfected cells [98]. Second,
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silencing of individual Arfs or their combinations revealed that virion secretion was only moderately
affected by the simultaneous depletion of Arf1 and 4 which disrupts the COPI-dependent pathway and
inhibits secretion. At the same time, the simultaneous depletion of Arf4 and Arf5, which has no effect
on COPI assembly or secretion in uninfected cells, practically abolished secretion of Dengue virions.
The inhibition was attributed to the role of Arf4/5 in the retrieval of KDELRs hijacked by the virions to
exit the ER [84,106]. These results suggest that a significant portion of flavivirus virions is delivered to
the plasma membrane via GBF1-requiring but COPI-independent secretory mechanisms [44,86,87,107].

Interestingly, BFA and GCA inhibit the development of infection when added early during the
infection cycle but rapidly lose their effectiveness if added after ~12 h, at the time of active virion
maturation and release [96,98]. This may suggest that GBF1 is involved not only in the early steps of
virion assembly by regulating the availability of the capsid protein but also may support Zika RNA
replication directly, as has been described for many diverse (+)RNA viruses [108–112].

7. The Secretory Pathway in Zika Virus Infection: Exit from the Cell

Compared to the membrane compartments associated with the earlier events in the infectious
cycle, such as RNA replication and virion assembly, the morphological structures of the final stage of
infection responsible for the actual release of virions into the extracellular space have been studied
in much less detail. Since Zika virions assemble and undergo maturation inside the lumen of
membranous compartments, their delivery to the extracellular space is expected to proceed through
fusion of a membranous carrier (containing the virion inside) with the plasma membrane. EM studies
have identified large vesicles containing multiple Zika virions, as well as small vesicles containing
a single virion close to or fusing with the plasma membrane [86,107]. In addition, Zika virions
have been observed inside small vesicles present within bigger membrane-enclosed structures [86].
Neither the large nor the small virion-containing packets were clathrin coated, thus ruling out the
clathrin-dependent sorting pathways delivering material to the plasma membrane.

The large vesicles containing multiple mature virions are possibly the descendants of the large
membranous packets generated at the ER and containing paracrystalline arrays of virions [44,86,87].
Those large vesicles would be expected to have ER-Golgi membranes around them since they would
originate from a common compartment after the virus-induced redistribution of Golgi proteins to the
replication membranes (Figure 3). As such, they would contain Golgi-derived molecular determinants
that may allow their transport to the PM and may also have the Golgi-derived machinery to facilitate
their fusion with the PM.

Multiple Zika virions have also been observed inside vesicles enclosed within bigger membrane-
bound structures, perhaps suggesting that secretory autophagy could be involved in virion release [86].
Importantly, Zika virions secreted by this pathway would still be enclosed within membranous
vesicles in the extracellular space and this may have significant implications for the pathogenesis
of Zika-associated diseases since such virions will be protected from interactions with antibodies
(Figure 3). The release of virions still enclosed in membranous vesicles may be a common feature of
infection of different RNA viruses and may represent an important component of immune evasion in
mammalian hosts [113–116].

While we are not aware of studies directly comparing the relative levels of virions secreted via
fusion of large versus small vesicles with the plasma membrane, the scanning electron microscopy
observations of the surface of Zika-infected Vero cells suggest that the majority of virions are released
as individual particles [107]. This implies that at some point the majority of the virions present in the
large ER-derived membranous structures containing multiple virions should undergo repackaging into
individual membranous carriers (Figure 3). The mechanism of such repackaging is unknown but may
be related to the trans-Golgi-dependent generation of secretory granules operating in some specialized
cell types. Supporting the hypothesis of involvement of the secretory granule-related pathways in
the final steps of flavivirus virion secretion, these scanning EM images demonstrate that Zika virion
release is a massive but transient event, so that in a population of infected cells only a small proportion
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of them actively secrete virus at any given moment. Such a pattern is highly reminiscent of massive
discharge of secretory granules, which can be observed in exocrine, endocrine, hematopoietic and
neuronal cells (reviewed in Reference [117]). Furthermore, infectious Dengue virions were detected
in bona fide secretory granules in human skin mast cells, confirming the flavivirus ability to hijack
secretory granule packaging machinery at least in some cell types [118].
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Figure 3. Possible Zika virion secretion pathways. Immature virions accumulate in the ER-Golgi
hybrid compartment where the viral surface glycoproteins undergo final glycosylation and
proteolytic maturation. Membrane-wrapped clusters of virions could be secreted through a secretory
autophagy-related pathway (pathway 1). Individual virions can be released via a secretory granule-like
mechanism after repackaging into individual small membranous carriers (pathway 2), which seems to
be the major mechanism of virion egress. Virion clusters could be released via direct fusion of the large
membranous compartments with the PM (pathway 3).

Although the nature of the carriers that deliver virions to the PM remains unclear, Dengue virus
virion secretion has a strong dependence on the components of the EXOCYST complex, a multiprotein
machinery involved in tethering secretory carriers to the plasma membrane in uninfected cells [119].
Knockdown of the EXO84 component of the EXOCYST had no effect on Dengue virus replication
but significantly reduced virus secretion [119]. Expression of another EXOCYST component, EXO70,
has been shown to strongly increase from 18 h post infection with Dengue virus, suggesting that late
steps of infection necessitate high levels of cellular EXOCYST [119]. At the same time, while inhibition
of EXOCYST function reduced virion secretion, the reduction never reached more than 75%, consistent
with utilization of multiple alternative pathways of virion release [119]. Whether EXOCYST is also
involved in Zika virion release and whether it performs in infected cells a function analogous to that in
uninfected cells by tethering membrane carriers filled with virions to the PM remains to be determined.

Curiously, the secretion of Zika virions is strongly temperature-dependent, reaching maximum
at 28 ◦C and decreasing at 37 ◦C [120]. The suboptimal virion secretion at the mammalian body
temperature could be a consequence of infection-induced alterations of the cellular secretory machinery
or may reflect a necessary balance the virus has to maintain to engage the secretory machinery in
both mammalian and mosquito hosts. Comparative studies of Zika virus replication in mammalian
and insect cells revealed that virion secretion from insect cells is much more efficient, since it took
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much less infected insect cells than mammalian ones to secrete the same amount of the virus to the
medium [87]. The more efficient virion secretion from the insect cells could be due to the evolutionary
history of mosquito-borne flaviviruses, which are believed to have evolved from obligate insect
pathogens [121,122].

Although the basic secretory machinery is highly conserved in all eukaryotic cells, it is likely
that virion traffic and release may proceed differently in different cell types in the human host
body. For example, the initially infected skin fibroblasts and keratinocytes would traffic Zika virions
differently than infected monocytes used by the virus to build viremia, since monocytes have a highly
expanded trafficking pathway to secretory granules [123]. Thus, virion release pathways in distinct cell
types may have distinct bottlenecks and vulnerable points, which may have important implications
for designing anti-viral interventions.

8. Concluding Remarks

Zika and related flaviviruses rely on the organelles and the biochemical networks of the cellular
secretory pathway for the synthesis of all viral components, as well as the subsequent virion assembly,
maturation and release. Still, our understanding of how the virus alters the compartments of the
secretory pathway and repurposes the trafficking machinery that cause the massive reorganization of
ER membranes to create specialized domains associated with polyprotein processing, RNA replication
and virion assembly sites, and how viral infection affects the redistribution of Golgi glycosylation and
proteolytic enzymes and alters lipid synthesizing and exchange machinery is very limited. Interactions
of viral and cellular factors as well as activation of cellular feedback mechanisms aimed to restore
secretory homeostasis likely play coordinated roles in reconfiguring the cellular secretory machinery
in infected cells. The efficiency of the secretory pathway hijacking may be different in different
infection-relevant cell types, depending on the availability of certain factors, which may present
important opportunities to control infection. Importantly, the virus ability to adapt to interventions
targeting the infection-specific modifications of the secretory pathway may be limited by the necessity
to sustain secretion in different mammalian and mosquito cell types.

Acknowledgments: We thank Alicia Mulqueen (Science and Technology Honors Program, UAB) for generating
Figure 2.

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

References

1. Weissenbock, H.; Hubalek, Z.; Bakonyi, T.; Nowotny, N. Zoonotic mosquito-borne flaviviruses: Worldwide
presence of agents with proven pathogenicity and potential candidates of future emerging diseases.
Vet. Microbiol. 2010, 140, 271–280. [CrossRef] [PubMed]

2. Dick, G.W.; Kitchen, S.F.; Haddow, A.J. Zika virus. I. Isolations and serological specificity. Trans. R. Soc. Trop.
Med. Hyg. 1952, 46, 509–520. [CrossRef]

3. Kokernot, R.H.; Casaca, V.M.; Weinbren, M.P.; McIntosh, B.M. Survey for antibodies against arthropod-borne
viruses in the sera of indigenous residents of Angola. Trans. R. Soc. Trop. Med. Hyg. 1965, 59, 563–570.
[CrossRef]

4. Smithburn, K.C.; Kerr, J.A.; Gatne, P.B. Neutralizing antibodies against certain viruses in the sera of residents
of India. J. Immunol. 1954, 72, 248–257. [PubMed]

5. Pond, W.L. Arthropod-Borne Virus Antibodies in Sera from Residents of South-East Asia. Trans. R. Soc. Trop.
Med. Hyg. 1963, 57, 364–371. [CrossRef]

6. Duffy, M.R.; Chen, T.H.; Hancock, W.T.; Powers, A.M.; Kool, J.L.; Lanciotti, R.S.; Pretrick, M.; Marfel, M.;
Holzbauer, S.; Dubray, C.; et al. Zika virus outbreak on Yap Island, Federated States of Micronesia. N. Engl.
J. Med. 2009, 360, 2536–2543. [CrossRef] [PubMed]

7. Hancock, W.T.; Marfel, M.; Bel, M. Zika virus, French Polynesia, South Pacific, 2013. Emerg. Infect. Dis. 2014,
20, 1085–1086. [CrossRef]

http://dx.doi.org/10.1016/j.vetmic.2009.08.025
http://www.ncbi.nlm.nih.gov/pubmed/19762169
http://dx.doi.org/10.1016/0035-9203(52)90042-4
http://dx.doi.org/10.1016/0035-9203(65)90159-8
http://www.ncbi.nlm.nih.gov/pubmed/13163397
http://dx.doi.org/10.1016/0035-9203(63)90100-7
http://dx.doi.org/10.1056/NEJMoa0805715
http://www.ncbi.nlm.nih.gov/pubmed/19516034
http://dx.doi.org/10.3201/eid2011.141253


Viruses 2018, 10, 559 13 of 18

8. Roth, A.; Mercier, A.; Lepers, C.; Hoy, D.; Duituturaga, S.; Benyon, E.; Guillaumot, L.; Souares, Y. Concurrent
outbreaks of dengue, chikungunya and Zika virus infections—An unprecedented epidemic wave of
mosquito-borne viruses in the Pacific 2012–2014. Eurosurveillance 2014, 19, 20929. [CrossRef] [PubMed]

9. Fauci, A.S.; Morens, D.M. Zika Virus in the Americas—Yet Another Arbovirus Threat. N. Engl. J. Med. 2016,
374, 601–604. [CrossRef] [PubMed]

10. Cao-Lormeau, V.M.; Blake, A.; Mons, S.; Lastere, S.; Roche, C.; Vanhomwegen, J.; Dub, T.; Baudouin, L.;
Teissier, A.; Larre, P.; et al. Guillain-Barre Syndrome outbreak associated with Zika virus infection in French
Polynesia: A case-control study. Lancet 2016, 387, 1531–1539. [CrossRef]

11. Cauchemez, S.; Besnard, M.; Bompard, P.; Dub, T.; Guillemette-Artur, P.; Eyrolle-Guignot, D.; Salje, H.;
Van Kerkhove, M.D.; Abadie, V.; Garel, C.; et al. Association between Zika virus and microcephaly in French
Polynesia, 2013–15: A retrospective study. Lancet 2016, 387, 2125–2132. [CrossRef]

12. Bueno, M.G.; Martinez, N.; Abdalla, L.; dos Santos, C.N.D.; Chame, M. Animals in the Zika Virus Life Cycle:
What to Expect from Megadiverse Latin American Countries. PLoS Neglect. Trop. Dis. 2016, 10, e0005073.
[CrossRef] [PubMed]

13. Jampol, L.M.; Goldstein, D.A. Zika Virus Infection and the Eye. JAMA Ophthalmol. 2016, 134, 535–536.
[CrossRef] [PubMed]

14. Venturi, G.; Zammarchi, L.; Fortuna, C.; Remoli, M.E.; Benedetti, E.; Fiorentini, C.; Trotta, M.; Rizzo, C.;
Mantella, A.; Rezza, G.; et al. An autochthonous case of Zika due to possible sexual transmission, Florence,
Italy, 2014. Eurosurveillance 2016, 21, 2–5. [CrossRef] [PubMed]

15. Charles, A.S.; Christofferson, R.C. Utility of a Dengue-Derived Monoclonal Antibody to Enhance Zika
Infection in vitro. PLoS Curr. 2016, 8. [CrossRef] [PubMed]

16. Castanha, P.M.; Nascimento, E.J.; Cynthia, B.; Cordeiro, M.T.; de Carvalho, O.V.; de Mendonca, L.R.;
Azevedo, E.A.; Franca, R.F.; Rafael, D.; Marques, E.T., Jr. Dengue virus (DENV)-specific antibodies enhance
Brazilian Zika virus (ZIKV) infection. J. Infect. Dis. 2017, 215, 781–785. [CrossRef] [PubMed]

17. Dejnirattisai, W.; Supasa, P.; Wongwiwat, W.; Rouvinski, A.; Barba-Spaeth, G.; Duangchinda, T.;
Sakuntabhai, A.; Cao-Lormeau, V.M.; Malasit, P.; Rey, F.A.; et al. Dengue virus sero-cross-reactivity drives
antibody-dependent enhancement of infection with zika virus. Nat. Immunol. 2016, 17, 1102–1108. [CrossRef]
[PubMed]

18. Paul, L.M.; Carlin, E.R.; Jenkins, M.M.; Tan, A.L.; Barcellona, C.M.; Nicholson, C.O.; Michael, S.F.; Isern, S.
Dengue virus antibodies enhance Zika virus infection. Clin. Transl. Immunol. 2016, 5, e117. [CrossRef]
[PubMed]

19. Shan, C.; Xie, X.; Shi, P.Y. Zika Virus Vaccine: Progress and Challenges. Cell Host Microbe 2018, 24, 12–17.
[CrossRef] [PubMed]

20. Sampath, A.; Padmanabhan, R. Molecular targets for flavivirus drug discovery. Antivir. Res. 2009, 81, 6–15.
[CrossRef] [PubMed]

21. Mateo, R.; Nagamine, C.M.; Kirkegaard, K. Suppression of Drug Resistance in Dengue Virus. MBio 2015,
6, e01960-15. [CrossRef] [PubMed]

22. Bekerman, E.; Einav, S. Infectious disease. Combating emerging viral threats. Science 2015, 348, 282–283.
[CrossRef] [PubMed]

23. Hamel, R.; Dejarnac, O.; Wichit, S.; Ekchariyawat, P.; Neyret, A.; Luplertlop, N.; Perera-Lecoin, M.;
Surasombatpattana, P.; Talignani, L.; Thomas, F.; et al. Biology of Zika Virus Infection in Human Skin
Cells. J. Virol. 2015, 89, 8880–8896. [CrossRef] [PubMed]

24. Foo, S.S.; Chen, W.Q.; Chan, Y.; Bowman, J.W.; Chang, L.C.; Choi, Y.; Yoo, J.S.; Ge, J.N.; Cheng, G.H.;
Bonnin, A.; et al. Asian Zika virus strains target CD14(+) blood monocytes and induce M2-skewed
immunosuppression during pregnancy. Nat. Microbiol. 2017, 2, 1558–1570. [CrossRef] [PubMed]

25. Michlmayr, D.; Andrade, P.; Gonzalez, K.; Balmaseda, A.; Harris, E. CD14(+)CD16(+) monocytes are the
main target of Zika virus infection in peripheral blood mononuclear cells in a paediatric study in Nicaragua.
Nat. Microbiol. 2017, 2, 1462–1470. [CrossRef] [PubMed]

26. Alcala, A.C.; Palomares, L.A.; Ludert, J.E. Secretion of Nonstructural Protein 1 of Dengue Virus from Infected
Mosquito Cells: Facts and Speculations. J. Virol. 2018, 92. [CrossRef] [PubMed]

27. Watterson, D.; Modhiran, N.; Young, P.R. The many faces of the flavivirus NS1 protein offer a multitude of
options for inhibitor design. Antivir. Res. 2016, 130, 7–18. [CrossRef] [PubMed]

http://dx.doi.org/10.2807/1560-7917.ES2014.19.41.20929
http://www.ncbi.nlm.nih.gov/pubmed/25345518
http://dx.doi.org/10.1056/NEJMp1600297
http://www.ncbi.nlm.nih.gov/pubmed/26761185
http://dx.doi.org/10.1016/S0140-6736(16)00562-6
http://dx.doi.org/10.1016/S0140-6736(16)00651-6
http://dx.doi.org/10.1371/journal.pntd.0005073
http://www.ncbi.nlm.nih.gov/pubmed/28005902
http://dx.doi.org/10.1001/jamaophthalmol.2016.0284
http://www.ncbi.nlm.nih.gov/pubmed/26865476
http://dx.doi.org/10.2807/1560-7917.ES.2016.21.8.30148
http://www.ncbi.nlm.nih.gov/pubmed/26939607
http://dx.doi.org/10.1371/currents.outbreaks.4ab8bc87c945eb41cd8a49e127082620
http://www.ncbi.nlm.nih.gov/pubmed/27660733
http://dx.doi.org/10.1093/infdis/jiw638
http://www.ncbi.nlm.nih.gov/pubmed/28039355
http://dx.doi.org/10.1038/ni.3515
http://www.ncbi.nlm.nih.gov/pubmed/27339099
http://dx.doi.org/10.1038/cti.2016.72
http://www.ncbi.nlm.nih.gov/pubmed/28090318
http://dx.doi.org/10.1016/j.chom.2018.05.021
http://www.ncbi.nlm.nih.gov/pubmed/30008291
http://dx.doi.org/10.1016/j.antiviral.2008.08.004
http://www.ncbi.nlm.nih.gov/pubmed/18796313
http://dx.doi.org/10.1128/mBio.01960-15
http://www.ncbi.nlm.nih.gov/pubmed/26670386
http://dx.doi.org/10.1126/science.aaa3778
http://www.ncbi.nlm.nih.gov/pubmed/25883340
http://dx.doi.org/10.1128/JVI.00354-15
http://www.ncbi.nlm.nih.gov/pubmed/26085147
http://dx.doi.org/10.1038/s41564-017-0016-3
http://www.ncbi.nlm.nih.gov/pubmed/28827581
http://dx.doi.org/10.1038/s41564-017-0035-0
http://www.ncbi.nlm.nih.gov/pubmed/28970482
http://dx.doi.org/10.1128/JVI.00275-18
http://www.ncbi.nlm.nih.gov/pubmed/29720514
http://dx.doi.org/10.1016/j.antiviral.2016.02.014
http://www.ncbi.nlm.nih.gov/pubmed/26944216


Viruses 2018, 10, 559 14 of 18

28. Garcia-Blanco, M.A.; Vasudevan, S.G.; Bradrick, S.S.; Nicchitta, C. Flavivirus RNA transactions from viral
entry to genome replication. Antivir. Res. 2016, 134, 244–249. [CrossRef] [PubMed]

29. Apte-Sengupta, S.; Sirohi, D.; Kuhn, R.J. Coupling of replication and assembly in flaviviruses.
Curr. Opin. Virol. 2014, 9, 134–142. [CrossRef] [PubMed]

30. Van Vliet, C.; Thomas, E.C.; Merino-Trigo, A.; Teasdale, R.D.; Gleeson, P.A. Intracellular sorting and transport
of proteins. Prog. Biophys. Mol. Biol. 2003, 83, 1–45. [CrossRef]

31. Beznoussenko, G.V.; Mironov, A.A. Models of intracellular transport and evolution of the Golgi complex.
Anat. Rec. 2002, 268, 226–238. [CrossRef] [PubMed]

32. Bennett, M.K.; Scheller, R.H. The molecular machinery for secretion is conserved from yeast to neurons.
Proc. Natl. Acad. Sci. USA 1993, 90, 2559–2563. [CrossRef] [PubMed]

33. Palade, G. Intracellular aspects of the process of protein synthesis. Science 1975, 189, 347–358. [CrossRef]
[PubMed]

34. Klinger, C.M.; Spang, A.; Dacks, J.B.; Ettema, T.J. Tracing the Archaeal Origins of Eukaryotic
Membrane-Trafficking System Building Blocks. Mol. Biol. Evol. 2016, 33, 1528–1541. [CrossRef] [PubMed]

35. Ellgaard, L.; Helenius, A. Quality control in the endoplasmic reticulum. Nat. Rev. Mol. Cell Biol. 2003,
4, 181–191. [CrossRef] [PubMed]

36. Hughes, H.; Stephens, D.J. Assembly, organization, and function of the COPII coat. Histochem. Cell Biol. 2008,
129, 129–151. [CrossRef] [PubMed]

37. Tang, B.L.; Wang, Y.; Ong, Y.S.; Hong, W. COPII and exit from the endoplasmic reticulum.
Biochim. Biophys. Acta 2005, 1744, 293–303. [CrossRef] [PubMed]

38. Szul, T.; Sztul, E. COPII and COPI traffic at the ER-Golgi interface. Physiology 2011, 26, 348–364. [CrossRef]
[PubMed]

39. De Matteis, M.A.; Luini, A. Exiting the Golgi complex. Nat. Rev. Mol. Cell Biol. 2008, 9, 273–284. [CrossRef]
[PubMed]

40. Gu, F.; Crump, C.M.; Thomas, G. Trans-Golgi network sorting. Cell. Mol. Life Sci. 2001, 58, 1067–1084.
[CrossRef] [PubMed]

41. Molloy, S.S.; Anderson, E.D.; Jean, F.; Thomas, G. Bi-cycling the furin pathway: From TGN localization to
pathogen activation and embryogenesis. Trends Cell Biol. 1999, 9, 28–35. [CrossRef]

42. Mackenzie, J.M.; Jones, M.K.; Young, P.R. Immunolocalization of the dengue virus nonstructural glycoprotein
NS1 suggests a role in viral RNA replication. Virology 1996, 220, 232–240. [CrossRef] [PubMed]

43. Welsch, S.; Miller, S.; Romero-Brey, I.; Merz, A.; Bleck, C.K.E.; Walther, P.; Fuller, S.D.; Antony, C.;
Krijnse-Locker, J.; Bartenschlager, R. Composition and Three-Dimensional Architecture of the Dengue
Virus Replication and Assembly Sites. Cell Host Microbe 2009, 5, 365–375. [CrossRef] [PubMed]

44. Cortese, M.; Goellner, S.; Acosta, E.G.; Neufeldt, C.J.; Oleksiuk, O.; Lampe, M.; Haselmann, U.; Funaya, C.;
Schieber, N.; Ronchi, P.; et al. Ultrastructural Characterization of Zika Virus Replication Factories. Cell Rep.
2017, 18, 2113–2123. [CrossRef] [PubMed]

45. Junjhon, J.; Pennington, J.G.; Edwards, T.J.; Perera, R.; Lanman, J.; Kuhn, R.J. Ultrastructural characterization
and three-dimensional architecture of replication sites in dengue virus-infected mosquito cells. J. Virol. 2014,
88, 4687–4697. [CrossRef] [PubMed]

46. Chatel-Chaix, L.; Cortese, M.; Romero-Brey, I.; Bender, S.; Neufeldt, C.J.; Fischl, W.; Scaturro, P.; Schieber, N.;
Schwab, Y.; Fischer, B.; et al. Dengue Virus Perturbs Mitochondrial Morphodynamics to Dampen Innate
Immune Responses. Cell Host Microbe 2016, 20, 342–356. [CrossRef] [PubMed]

47. Westaway, E.G.; Mackenzie, J.M.; Kenney, M.T.; Jones, M.K.; Khromykh, A.A. Ultrastructure of Kunjin
virus-infected cells: Colocalization of NS1 and NS3 with double-stranded RNA, and of NS2B with NS3,
in virus-induced membrane structures. J. Virol. 1997, 71, 6650–6661. [PubMed]

48. Martin-Acebes, M.A.; Blazquez, A.B.; de Oya, N.J.; Escribano-Romero, E.; Saiz, J.C. West Nile Virus
Replication Requires Fatty Acid Synthesis but Is Independent on Phosphatidylinositol-4-Phosphate Lipids.
PLoS ONE 2011, 6, e24970. [CrossRef] [PubMed]

49. Tongluan, N.; Ramphan, S.; Wintachai, P.; Jaresitthikunchai, J.; Khongwichit, S.; Wikan, N.; Rajakam, S.;
Yoksan, S.; Wongsiriroj, N.; Roytrakul, S.; et al. Involvement of fatty acid synthase in dengue virus infection.
Virol. J. 2017, 14, 28. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.antiviral.2016.09.010
http://www.ncbi.nlm.nih.gov/pubmed/27666184
http://dx.doi.org/10.1016/j.coviro.2014.09.020
http://www.ncbi.nlm.nih.gov/pubmed/25462445
http://dx.doi.org/10.1016/S0079-6107(03)00019-1
http://dx.doi.org/10.1002/ar.10157
http://www.ncbi.nlm.nih.gov/pubmed/12382321
http://dx.doi.org/10.1073/pnas.90.7.2559
http://www.ncbi.nlm.nih.gov/pubmed/8096639
http://dx.doi.org/10.1126/science.1096303
http://www.ncbi.nlm.nih.gov/pubmed/1096303
http://dx.doi.org/10.1093/molbev/msw034
http://www.ncbi.nlm.nih.gov/pubmed/26893300
http://dx.doi.org/10.1038/nrm1052
http://www.ncbi.nlm.nih.gov/pubmed/12612637
http://dx.doi.org/10.1007/s00418-007-0363-x
http://www.ncbi.nlm.nih.gov/pubmed/18060556
http://dx.doi.org/10.1016/j.bbamcr.2005.02.007
http://www.ncbi.nlm.nih.gov/pubmed/15979503
http://dx.doi.org/10.1152/physiol.00017.2011
http://www.ncbi.nlm.nih.gov/pubmed/22013193
http://dx.doi.org/10.1038/nrm2378
http://www.ncbi.nlm.nih.gov/pubmed/18354421
http://dx.doi.org/10.1007/PL00000922
http://www.ncbi.nlm.nih.gov/pubmed/11529500
http://dx.doi.org/10.1016/S0962-8924(98)01382-8
http://dx.doi.org/10.1006/viro.1996.0307
http://www.ncbi.nlm.nih.gov/pubmed/8659120
http://dx.doi.org/10.1016/j.chom.2009.03.007
http://www.ncbi.nlm.nih.gov/pubmed/19380115
http://dx.doi.org/10.1016/j.celrep.2017.02.014
http://www.ncbi.nlm.nih.gov/pubmed/28249158
http://dx.doi.org/10.1128/JVI.00118-14
http://www.ncbi.nlm.nih.gov/pubmed/24522909
http://dx.doi.org/10.1016/j.chom.2016.07.008
http://www.ncbi.nlm.nih.gov/pubmed/27545046
http://www.ncbi.nlm.nih.gov/pubmed/9261387
http://dx.doi.org/10.1371/journal.pone.0024970
http://www.ncbi.nlm.nih.gov/pubmed/21949814
http://dx.doi.org/10.1186/s12985-017-0685-9
http://www.ncbi.nlm.nih.gov/pubmed/28193229


Viruses 2018, 10, 559 15 of 18

50. Heaton, N.S.; Perera, R.; Berger, K.L.; Khadka, S.; LaCount, D.J.; Kuhn, R.J.; Randall, G. Dengue virus
nonstructural protein 3 redistributes fatty acid synthase to sites of viral replication and increases cellular
fatty acid synthesis. Proc. Natl. Acad. Sci. USA 2010, 107, 17345–17350. [CrossRef] [PubMed]

51. Gillespie, L.K.; Hoenen, A.; Morgan, G.; Mackenzie, J.M. The endoplasmic reticulum provides the membrane
platform for biogenesis of the flavivirus replication complex. J. Virol. 2010, 84, 10438–10447. [CrossRef]
[PubMed]

52. Miorin, L.; Romero-Brey, I.; Maiuri, P.; Hoppe, S.; Krijnse-Locker, J.; Bartenschlager, R.; Marcello, A.
Three-dimensional architecture of tick-borne encephalitis virus replication sites and trafficking of the
replicated RNA. J. Virol. 2013, 87, 6469–6481. [CrossRef] [PubMed]

53. Aktepe, T.E.; Liebscher, S.; Prier, J.E.; Simmons, C.P.; Mackenzie, J.M. The Host Protein Reticulon 3.1A Is
Utilized by Flaviviruses to Facilitate Membrane Remodelling. Cell Rep. 2017, 21, 1639–1654. [CrossRef]
[PubMed]

54. Miller, S.; Kastner, S.; Krijnse-Locker, J.; Buhler, S.; Bartenschlager, R. The non-structural protein 4A of
dengue virus is an integral membrane protein inducing membrane alterations in a 2K-regulated manner.
J. Biol. Chem. 2007, 282, 8873–8882. [CrossRef] [PubMed]

55. Roosendaal, J.; Westaway, E.G.; Khromykh, A.; Mackenzie, J.M. Regulated cleavages at the West Nile virus
NS4A-2K-NS4B junctions play a major role in rearranging cytoplasmic membranes and Golgi trafficking of
the NS4A protein. J. Virol. 2006, 80, 4623–4632. [CrossRef] [PubMed]

56. Kaufusi, P.H.; Kelley, J.F.; Yanagihara, R.; Nerurkar, V.R. Induction of Endoplasmic Reticulum-Derived
Replication-Competent Membrane Structures by West Nile Virus Non-Structural Protein 4B. PLoS ONE 2014,
9, e84040. [CrossRef] [PubMed]

57. Nain, M.; Mukherjee, S.; Karmakar, S.P.; Paton, A.W.; Paton, J.C.; Abdin, M.Z.; Basu, A.; Kalia, M.; Vrati, S.
GRP78 Is an Important Host Factor for Japanese Encephalitis Virus Entry and Replication in Mammalian
Cells. J. Virol. 2017, 91, 1–44. [CrossRef] [PubMed]

58. Limjindaporn, T.; Wongwiwat, W.; Noisakran, S.; Srisawat, C.; Netsawang, J.; Puttikhunt, C.; Kasinrerk, W.;
Avirutnan, P.; Thiemmeca, S.; Sriburi, R.; et al. Interaction of dengue virus envelope protein with endoplasmic
reticulum-resident chaperones facilitates dengue virus production. Biochem. Biophys. Res. Commun. 2009,
379, 196–200. [CrossRef] [PubMed]

59. Lewy, T.G.; Grabowski, J.M.; Bloom, M.E. BiP: Master Regulator of the Unfolded Protein Response and
Crucial Factor in Flavivirus Biology. Yale J. Biol. Med. 2017, 90, 291–300. [PubMed]

60. Triyatni, M.; Berger, E.A.; Saunier, B. Assembly and release of infectious hepatitis C virus involving unusual
organization of the secretory pathway. World J. Hepatol. 2016, 8, 796–814. [CrossRef] [PubMed]

61. Fischl, W.; Bartenschlager, R. Exploitation of cellular pathways by Dengue virus. Curr. Opin. Microbiol. 2011,
14, 470–475. [CrossRef] [PubMed]

62. Offerdahl, D.K.; Dorward, D.W.; Hansen, B.T.; Bloom, M.E. Cytoarchitecture of Zika virus infection in human
neuroblastoma and Aedes albopictus cell lines. Virology 2016, 501, 54–62. [CrossRef] [PubMed]

63. Pong, W.L.; Huang, Z.S.; Teoh, P.G.; Wang, C.C.; Wu, H.N. RNA binding property and RNA chaperone
activity of dengue virus core protein and other viral RNA-interacting proteins. FEBS Lett. 2011, 585, 2575–2581.
[CrossRef] [PubMed]

64. Teoh, P.G.; Huang, Z.S.; Pong, W.L.; Chen, P.C.; Wu, H.N. Maintenance of Dimer Conformation by the
Dengue Virus Core Protein alpha 4-alpha 4′ = Helix Pair Is Critical for Nucleocapsid Formation and Virus
Production. J. Virol. 2014, 88, 7998–8015. [CrossRef] [PubMed]

65. Tabata, K.; Arimoto, M.; Arakawa, M.; Nara, A.; Saito, K.; Omori, H.; Arai, A.; Ishikawa, T.; Konishi, E.;
Suzuki, R.; et al. Unique Requirement for ESCRT Factors in Flavivirus Particle Formation on the Endoplasmic
Reticulum. Cell Rep. 2016, 16, 2339–2347. [CrossRef] [PubMed]

66. Fox, R.M.; Andrew, D.J. Transcriptional regulation of secretory capacity by bZip transcription factors.
Front. Biol. 2015, 10, 28–51. [CrossRef] [PubMed]

67. Fox, R.M.; Hanlon, C.D.; Andrew, D.J. The CrebA/Creb3-like transcription factors are major and direct
regulators of secretory capacity. J. Cell. Biol. 2010, 191, 479–492. [CrossRef] [PubMed]

68. Chan, C.P.; Kok, K.H.; Jin, D.Y. CREB3 subfamily transcription factors are not created equal: Recent insights
from global analyses and animal models. Cell Biosci. 2011, 1, 6. [CrossRef] [PubMed]

http://dx.doi.org/10.1073/pnas.1010811107
http://www.ncbi.nlm.nih.gov/pubmed/20855599
http://dx.doi.org/10.1128/JVI.00986-10
http://www.ncbi.nlm.nih.gov/pubmed/20686019
http://dx.doi.org/10.1128/JVI.03456-12
http://www.ncbi.nlm.nih.gov/pubmed/23552408
http://dx.doi.org/10.1016/j.celrep.2017.10.055
http://www.ncbi.nlm.nih.gov/pubmed/29117567
http://dx.doi.org/10.1074/jbc.M609919200
http://www.ncbi.nlm.nih.gov/pubmed/17276984
http://dx.doi.org/10.1128/JVI.80.9.4623-4632.2006
http://www.ncbi.nlm.nih.gov/pubmed/16611922
http://dx.doi.org/10.1371/journal.pone.0084040
http://www.ncbi.nlm.nih.gov/pubmed/24465392
http://dx.doi.org/10.1128/JVI.02274-16
http://www.ncbi.nlm.nih.gov/pubmed/28053106
http://dx.doi.org/10.1016/j.bbrc.2008.12.070
http://www.ncbi.nlm.nih.gov/pubmed/19105951
http://www.ncbi.nlm.nih.gov/pubmed/28656015
http://dx.doi.org/10.4254/wjh.v8.i19.796
http://www.ncbi.nlm.nih.gov/pubmed/27429716
http://dx.doi.org/10.1016/j.mib.2011.07.012
http://www.ncbi.nlm.nih.gov/pubmed/21798792
http://dx.doi.org/10.1016/j.virol.2016.11.002
http://www.ncbi.nlm.nih.gov/pubmed/27863275
http://dx.doi.org/10.1016/j.febslet.2011.06.038
http://www.ncbi.nlm.nih.gov/pubmed/21771593
http://dx.doi.org/10.1128/JVI.00940-14
http://www.ncbi.nlm.nih.gov/pubmed/24807709
http://dx.doi.org/10.1016/j.celrep.2016.07.068
http://www.ncbi.nlm.nih.gov/pubmed/27545892
http://dx.doi.org/10.1007/s11515-014-1338-7
http://www.ncbi.nlm.nih.gov/pubmed/25821458
http://dx.doi.org/10.1083/jcb.201004062
http://www.ncbi.nlm.nih.gov/pubmed/21041443
http://dx.doi.org/10.1186/2045-3701-1-6
http://www.ncbi.nlm.nih.gov/pubmed/21711675


Viruses 2018, 10, 559 16 of 18

69. Zhang, F.R.; Hammack, C.; Ogden, S.C.; Cheng, Y.C.; Lee, E.M.; Wen, Z.X.; Qian, X.Y.; Nguyen, H.N.; Li, Y.J.;
Yao, B.; et al. Molecular signatures associated with ZIKV exposure in human cortical neural progenitors.
Nucleic Acids Res. 2016, 44, 8610–8620. [CrossRef] [PubMed]

70. Bonifacino, J.S.; Glick, B.S. The mechanisms of vesicle budding and fusion. Cell 2004, 116, 153–166. [CrossRef]
71. Bickford, L.C.; Mossessova, E.; Goldberg, J. A structural view of the COPII vesicle coat. Curr. Opin. Struct. Biol.

2004, 14, 147–153. [CrossRef] [PubMed]
72. Lorenz, I.C.; Kartenbeck, J.; Mezzacasa, A.; Allison, S.L.; Heinz, F.X.; Helenius, A. Intracellular assembly and

secretion of recombinant subviral particles from tick-borne encephalitis virus. J. Virol. 2003, 77, 4370–4382.
[CrossRef] [PubMed]

73. Ferlenghi, I.; Clarke, M.; Ruttan, T.; Allison, S.L.; Schalich, J.; Heinz, F.X.; Harrison, S.C.; Rey, F.A.; Fuller, S.D.
Molecular organization of a recombinant subviral particle from tick-borne encephalitis. Mol. Cell 2001,
7, 593–602. [CrossRef]

74. Schalich, J.; Allison, S.L.; Stiasny, K.; Mandl, C.W.; Kunz, C.; Heinz, F.X. Recombinant subviral particles from
tick-borne encephalitis virus are fusogenic and provide a model system for studying flavivirus envelope
glycoprotein functions. J. Virol. 1996, 70, 4549–4557. [PubMed]

75. Roby, J.A.; Hall, R.A.; Khromykh, A.A. West Nile Virus Genome with Glycosylated Envelope Protein and
Deletion of Alpha Helices 1, 2, and 4 in the Capsid Protein Is Noninfectious and Efficiently Secretes Subviral
Particles. J. Virol. 2013, 87, 13063–13069. [CrossRef] [PubMed]

76. Wang, P.G.; Kudelko, M.; Lo, J.; Siu, L.Y.; Kwok, K.T.; Sachse, M.; Nicholls, J.M.; Bruzzone, R.; Altmeyer, R.M.;
Nal, B. Efficient assembly and secretion of recombinant subviral particles of the four dengue serotypes using
native prM and E proteins. PLoS ONE 2009, 4, e8325. [CrossRef] [PubMed]

77. Allison, S.L.; Stadler, K.; Mandl, C.W.; Kunz, C.; Heinz, F.X. Synthesis and Secretion of Recombinant
Tick-Borne Encephalitis-Virus Protein-E in Soluble and Particulate Form. J. Virol. 1995, 69, 5816–5820.
[PubMed]

78. Leung, J.Y.; Pijlman, G.P.; Kondratieva, N.; Hyde, J.; Mackenzie, J.M.; Khromykh, A.A. Role of nonstructural
protein NS2A in flavivirus assembly. J. Virol. 2008, 82, 4731–4741. [CrossRef] [PubMed]

79. Kummerer, B.M.; Rice, C.M. Mutations in the yellow fever virus nonstructural protein NS2A selectively
block production of infectious particles. J. Virol. 2002, 76, 4773–4784. [CrossRef] [PubMed]

80. Liu, W.J.; Chen, H.B.; Khromykh, A.A. Molecular and functional analyses of Kunjin virus infectious cDNA
clones demonstrate the essential roles for NS2A in virus assembly and for a nonconservative residue in NS3
in RNA replication. J. Virol. 2003, 77, 7804–7813. [CrossRef] [PubMed]

81. Lee, E.; Leang, S.K.; Davidson, A.; Lobigs, M. Both E Protein Glycans Adversely Affect Dengue Virus
Infectivity but Are Beneficial for Virion Release. J. Virol. 2010, 84, 5171–5180. [CrossRef] [PubMed]

82. Goto, A.; Yoshii, K.; Obara, M.; Ueki, T.; Mizutani, T.; Kariwa, H.; Takashima, I. Role of the N-linked
glycans of the prM and E envelope proteins in tick-borne encephalitis virus particle secretion. Vaccine 2005,
23, 3043–3052. [CrossRef] [PubMed]

83. Yoshii, K.; Yanagihara, N.; Ishizuka, M.; Sakai, M.; Kariwa, H. N-linked glycan in tick-borne encephalitis
virus envelope protein affects viral secretion in mammalian cells, but not in tick cells. J. Gen. Virol. 2013, 94
Pt 10, 2249–2258. [CrossRef]

84. Li, M.Y.; Grandadam, M.; Kwok, K.; Lagache, T.; Siu, Y.L.; Zhang, J.S.; Sayteng, K.; Kudelko, M.; Qin, C.F.;
Olivo-Marin, J.C.; et al. KDEL Receptors Assist Dengue Virus Exit from the Endoplasmic Reticulum. Cell Rep.
2015, 10, 1496–1507. [CrossRef] [PubMed]

85. Lewis, M.J.; Pelham, H.R. A human homologue of the yeast HDEL receptor. Nature 1990, 348, 162–163.
[CrossRef] [PubMed]

86. Liu, J.; Kline, B.A.; Kenny, T.A.; Smith, D.R.; Soloveva, V.; Beitzel, B.; Pang, S.; Lockett, S.; Hess, H.F.;
Palacios, G.; et al. A novel sheet-like virus particle array is a hallmark of Zika virus infection. Emerg. Microbes
Infect. 2018, 7, 69. [CrossRef] [PubMed]

87. Barreto-Vieira, D.F.; Jacome, F.C.; da Silva, M.A.N.; Caldas, G.C.; de Filippis, A.M.B.; de Sequeira, P.C.;
de Souza, E.M.; Andrade, A.A.; Manso, P.P.D.; Trindade, G.F.; et al. Structural investigation of C6/36 and
Vero cell cultures infected with a Brazilian Zika virus. PLoS ONE 2017, 12, e0184397. [CrossRef] [PubMed]

88. Ma, W.; Goldberg, J. TANGO1/cTAGE5 receptor as a polyvalent template for assembly of large COPII coats.
Proc. Natl. Acad. Sci. USA 2016, 113, 10061–10066. [CrossRef] [PubMed]

http://dx.doi.org/10.1093/nar/gkw765
http://www.ncbi.nlm.nih.gov/pubmed/27580721
http://dx.doi.org/10.1016/S0092-8674(03)01079-1
http://dx.doi.org/10.1016/j.sbi.2004.02.002
http://www.ncbi.nlm.nih.gov/pubmed/15093828
http://dx.doi.org/10.1128/JVI.77.7.4370-4382.2003
http://www.ncbi.nlm.nih.gov/pubmed/12634393
http://dx.doi.org/10.1016/S1097-2765(01)00206-4
http://www.ncbi.nlm.nih.gov/pubmed/8676481
http://dx.doi.org/10.1128/JVI.01552-13
http://www.ncbi.nlm.nih.gov/pubmed/24049184
http://dx.doi.org/10.1371/journal.pone.0008325
http://www.ncbi.nlm.nih.gov/pubmed/20016834
http://www.ncbi.nlm.nih.gov/pubmed/7637027
http://dx.doi.org/10.1128/JVI.00002-08
http://www.ncbi.nlm.nih.gov/pubmed/18337583
http://dx.doi.org/10.1128/JVI.76.10.4773-4784.2002
http://www.ncbi.nlm.nih.gov/pubmed/11967294
http://dx.doi.org/10.1128/JVI.77.14.7804-7813.2003
http://www.ncbi.nlm.nih.gov/pubmed/12829820
http://dx.doi.org/10.1128/JVI.01900-09
http://www.ncbi.nlm.nih.gov/pubmed/20219924
http://dx.doi.org/10.1016/j.vaccine.2004.11.068
http://www.ncbi.nlm.nih.gov/pubmed/15811651
http://dx.doi.org/10.1099/vir.0.055269-0
http://dx.doi.org/10.1016/j.celrep.2015.02.021
http://www.ncbi.nlm.nih.gov/pubmed/25753416
http://dx.doi.org/10.1038/348162a0
http://www.ncbi.nlm.nih.gov/pubmed/2172835
http://dx.doi.org/10.1038/s41426-018-0071-8
http://www.ncbi.nlm.nih.gov/pubmed/29691373
http://dx.doi.org/10.1371/journal.pone.0184397
http://www.ncbi.nlm.nih.gov/pubmed/28898286
http://dx.doi.org/10.1073/pnas.1605916113
http://www.ncbi.nlm.nih.gov/pubmed/27551091


Viruses 2018, 10, 559 17 of 18

89. Santos, A.J.; Nogueira, C.; Ortega-Bellido, M.; Malhotra, V. TANGO1 and Mia2/cTAGE5 (TALI) cooperate
to export bulky pre-chylomicrons/VLDLs from the endoplasmic reticulum. J. Cell Biol. 2016, 213, 343–354.
[CrossRef] [PubMed]

90. Zhang, H.; Yue, H.; Wang, C.; Gu, J.; He, J.; Fu, W.; Hu, W.; Zhang, Z. Novel mutations in the SEC24D gene
in Chinese families with autosomal recessive osteogenesis imperfecta. Osteoporos. Int. 2017, 28, 1473–1480.
[CrossRef] [PubMed]

91. Fromme, J.C.; Orci, L.; Schekman, R. Coordination of COPII vesicle trafficking by Sec23. Trends Cell Biol.
2008, 18, 330–336. [CrossRef] [PubMed]

92. Ward, A.M.; Calvert, M.E.K.; Read, L.R.; Kang, S.; Levitt, B.E.; Dimopoulos, G.; Bradrick, S.S.; Gunaratne, J.;
Garcia-Blanco, M.A. The Golgi associated ERI3 is a Flavivirus host factor. Sci. Rep. 2016, 6, 34379. [CrossRef]
[PubMed]

93. Hoffmann, H.H.; Schneider, W.M.; Blomen, V.A.; Scull, M.A.; Hovnanian, A.; Brummelkamp, T.R.; Rice, C.M.
Diverse Viruses Require the Calcium Transporter SPCA1 for Maturation and Spread. Cell Host Microbe 2017,
22, 460–470.e5. [CrossRef] [PubMed]

94. Li, L.; Lok, S.M.; Yu, I.M.; Zhang, Y.; Kuhn, R.J.; Chen, J.; Rossmann, M.G. The flavivirus precursor
membrane-envelope protein complex: Structure and maturation. Science 2008, 319, 1830–1834. [CrossRef]
[PubMed]

95. Yu, I.M.; Zhang, W.; Holdaway, H.A.; Li, L.; Kostyuchenko, V.A.; Chipman, P.R.; Kuhn, R.J.; Rossmann, M.G.;
Chen, J. Structure of the immature dengue virus at low pH primes proteolytic maturation. Science 2008,
319, 1834–1837. [CrossRef] [PubMed]

96. Mackenzie, J.M.; Jones, M.K.; Westaway, E.G. Markers for trans-Golgi membranes and the intermediate
compartment localize to induced membranes with distinct replication functions in flavivirus-infected cells.
J. Virol. 1999, 73, 9555–9567. [PubMed]

97. Pierson, T.C.; Diamond, M.S. Degrees of maturity: The complex structure and biology of flaviviruses.
Curr. Opin. Virol. 2012, 2, 168–175. [CrossRef] [PubMed]

98. Carpp, L.N.; Rogers, R.S.; Moritz, R.L.; Aitchison, J.D. Quantitative Proteomic Analysis of Host-virus
Interactions Reveals a Role for Golgi Brefeldin A Resistance Factor 1 (GBF1) in Dengue Infection.
Mol. Cell. Proteom. 2014, 13, 2836–2854. [CrossRef] [PubMed]

99. Sreenivasan, V.; Ng, K.L.; Ng, M.L. Brefeldin-a Affects West Nile Virus-Replication in Vero Cells but Not
C6/36 Cells. J. Virol. Methods 1993, 45, 1–17. [CrossRef]

100. Shiryaev, S.A.; Farhy, C.; Pinto, A.; Huang, C.T.; Simonetti, N.; Ngono, A.E.; Dewing, A.; Shresta, S.;
Pinkerton, A.B.; Cieplak, P.; et al. Characterization of the Zika virus two-component NS2B-NS3 protease and
structure-assisted identification of allosteric small-molecule antagonists. Antivir. Res. 2017, 143, 218–229.
[CrossRef] [PubMed]

101. Tan, B.H.; Fu, J.; Sugrue, R.J.; Yap, E.H.; Chan, Y.C.; Tan, Y.H. Recombinant dengue type 1 virus NS5 protein
expressed in Escherichia coli exhibits RNA-dependent RNA polymerase activity. Virology 1996, 216, 317–325.
[CrossRef] [PubMed]

102. Egloff, M.P.; Benarroch, D.; Selisko, B.; Romette, J.L.; Canard, B. An RNA cap (nucleoside-2′-O-)-methyltransferase
in the flavivirus RNA polymerase NS5: Crystal structure and functional characterization. EMBO J. 2002,
21, 2757–2768. [CrossRef] [PubMed]

103. Coyaud, E.; Ranadheera, C.; Cheng, D.T.; Goncalves, J.; Dyakov, B.; Laurent, E.; St-Germain, J.R.; Pelletier, L.;
Gingras, A.C.; Brumell, J.H.; et al. Global interactomics uncovers extensive organellar targeting by Zika
virus. Mol. Cell. Proteom. 2018, 1–35. [CrossRef] [PubMed]

104. Iglesias, N.G.; Mondotte, J.A.; Byk, L.A.; De Maio, F.A.; Samsa, M.M.; Alvarez, C.; Gamarnik, A.V. Dengue
Virus Uses a Non-Canonical Function of the Host GBF1-Arf-COPI System for Capsid Protein Accumulation
on Lipid Droplets. Traffic 2015, 16, 962–977. [CrossRef] [PubMed]

105. Menzel, N.; Fischl, W.; Hueging, K.; Bankwitz, D.; Frentzen, A.; Haid, S.; Gentzsch, J.; Kaderali, L.;
Bartenschlager, R.; Pietschmann, T. MAP-kinase regulated cytosolic phospholipase A2 activity is essential
for production of infectious hepatitis C virus particles. PLoS Pathog. 2012, 8, e1002829. [CrossRef] [PubMed]

106. Kudelko, M.; Brault, J.B.; Kwok, K.; Li, M.Y.; Pardigon, N.; Peiris, J.S.; Bruzzone, R.; Despres, P.;
Nal, B.; Wang, P.G. Class II ADP-ribosylation factors are required for efficient secretion of dengue viruses.
J. Biol. Chem. 2012, 287, 767–777. [CrossRef] [PubMed]

http://dx.doi.org/10.1083/jcb.201603072
http://www.ncbi.nlm.nih.gov/pubmed/27138255
http://dx.doi.org/10.1007/s00198-016-3866-2
http://www.ncbi.nlm.nih.gov/pubmed/27942778
http://dx.doi.org/10.1016/j.tcb.2008.04.006
http://www.ncbi.nlm.nih.gov/pubmed/18534853
http://dx.doi.org/10.1038/srep34379
http://www.ncbi.nlm.nih.gov/pubmed/27682269
http://dx.doi.org/10.1016/j.chom.2017.09.002
http://www.ncbi.nlm.nih.gov/pubmed/29024641
http://dx.doi.org/10.1126/science.1153263
http://www.ncbi.nlm.nih.gov/pubmed/18369147
http://dx.doi.org/10.1126/science.1153264
http://www.ncbi.nlm.nih.gov/pubmed/18369148
http://www.ncbi.nlm.nih.gov/pubmed/10516064
http://dx.doi.org/10.1016/j.coviro.2012.02.011
http://www.ncbi.nlm.nih.gov/pubmed/22445964
http://dx.doi.org/10.1074/mcp.M114.038984
http://www.ncbi.nlm.nih.gov/pubmed/24855065
http://dx.doi.org/10.1016/0166-0934(93)90135-E
http://dx.doi.org/10.1016/j.antiviral.2017.04.015
http://www.ncbi.nlm.nih.gov/pubmed/28461069
http://dx.doi.org/10.1006/viro.1996.0067
http://www.ncbi.nlm.nih.gov/pubmed/8607261
http://dx.doi.org/10.1093/emboj/21.11.2757
http://www.ncbi.nlm.nih.gov/pubmed/12032088
http://dx.doi.org/10.1074/mcp.TIR118.000800
http://www.ncbi.nlm.nih.gov/pubmed/30037810
http://dx.doi.org/10.1111/tra.12305
http://www.ncbi.nlm.nih.gov/pubmed/26031340
http://dx.doi.org/10.1371/journal.ppat.1002829
http://www.ncbi.nlm.nih.gov/pubmed/22911431
http://dx.doi.org/10.1074/jbc.M111.270579
http://www.ncbi.nlm.nih.gov/pubmed/22105072


Viruses 2018, 10, 559 18 of 18

107. Burlaud-Gaillard, J.; Sellin, C.; Georgeault, S.; Uzbekov, R.; Lebos, C.; Guillaume, J.M.; Roingeard, P.
Correlative scanning-transmission electron microscopy reveals that a chimeric flavivirus is released as
individual particles in secretory vesicles. PLoS ONE 2014, 9, e93573. [CrossRef] [PubMed]

108. Farhat, R.; Ankavay, M.; Lebsir, N.; Gouttenoire, J.; Jackson, C.L.; Wychowski, C.; Moradpour, D.;
Dubuisson, J.; Rouille, Y.; Cocquerel, L. Identification of GBF1 as a cellular factor required for hepatitis E
virus RNA replication. Cell. Microbiol. 2018, 20, e12804. [CrossRef] [PubMed]

109. Lanke, K.H.W.; van der Schaar, H.M.; Belov, G.A.; Feng, Q.; Duijsings, D.; Jackson, C.L.; Ehrenfeld, E.;
van Kuppeveld, F.J.M. GBF1, a Guanine Nucleotide Exchange Factor for Arf, Is Crucial for Coxsackievirus
B3 RNA Replication. J. Virol. 2009, 83, 11940–11949. [CrossRef] [PubMed]

110. Belov, G.A.; Feng, Q.; Nikovics, K.; Jackson, C.L.; Ehrenfeld, E. A Critical Role of a Cellular Membrane Traffic
Protein in Poliovirus RNA Replication. PLoS Pathog. 2008, 4, e1000216. [CrossRef] [PubMed]

111. Verheije, M.H.; Raaben, M.; Mari, M.; Lintelo, E.G.T.; Reggiori, F.; van Kuppeveld, F.J.M.; Rottier, P.J.M.;
de Haan, C.A.M. Mouse hepatitis coronavirus RNA replication depends on GBF1-mediated ARF1 activation.
PLoS Pathog. 2008, 4, e1000088. [CrossRef] [PubMed]

112. Goueslain, L.; Alsaleh, K.; Horellou, P.; Roingeard, P.; Descamps, V.; Duverlie, G.; Ciczora, Y.; Wychowski, C.;
Dubuisson, J.; Rouille, Y. Identification of GBF1 as a Cellular Factor Required for Hepatitis C Virus RNA
Replication. J. Virol. 2010, 84, 773–787. [CrossRef] [PubMed]

113. Feng, Z.D.; Hensley, L.; McKnight, K.L.; Hu, F.Y.; Madden, V.; Ping, L.F.; Jeong, S.H.; Walker, C.; Lanford, R.E.;
Lemon, S.M. A pathogenic picornavirus acquires an envelope by hijacking cellular membranes. Nature 2013,
496, 367. [CrossRef] [PubMed]

114. Chen, Y.H.; Du, W.L.; Hagemeijer, M.C.; Takvorian, P.M.; Pau, C.; Cali, A.; Brantner, C.A.; Stempinski, E.S.;
Connelly, P.S.; Ma, H.C.; et al. Phosphatidylserine Vesicles Enable Efficient En Bloc Transmission of
Enteroviruses. Cell 2015, 160, 619–630. [CrossRef] [PubMed]

115. Mutsafi, Y.; Altan-Bonnet, N. Enterovirus Transmission by Secretory Autophagy. Viruses-Basel 2018, 10, 139.
[CrossRef] [PubMed]

116. Santiana, M.; Ghosh, S.; Ho, B.A.; Rajasekaran, V.; Du, W.L.; Mutsafi, Y.; De Jesus-Diaz, D.A.; Sosnovtsev, S.V.;
Levenson, E.A.; Parra, G.I.; et al. Vesicle-Cloaked Virus Clusters Are Optimal Units for Inter-organismal
Viral Transmission. Cell Host Microbe 2018, 24, 208–220. [CrossRef] [PubMed]

117. Hammel, I.; Lagunoff, D.; Galli, S.J. Regulation of secretory granule size by the precise generation and fusion
of unit granules. J. Cell. Mol. Med. 2010, 14, 1904–1916. [CrossRef] [PubMed]

118. Troupin, A.; Shirley, D.; Londono-Renteria, B.; Watson, A.M.; McHale, C.; Hall, A.; Hartstone-Rose, A.;
Klimstra, W.B.; Gomez, G.; Colpitts, T.M. A Role for Human Skin Mast Cells in Dengue Virus Infection and
Systemic Spread. J. Immunol. 2016, 197, 4382–4391. [CrossRef] [PubMed]

119. Chen, Z.; Lin, X.; Zhang, Z.; Huang, J.; Fu, S.; Huang, R. EXO70 protein influences dengue virus secretion.
Microbes Infect. 2011, 13, 143–150. [CrossRef] [PubMed]

120. Mossenta, M.; Marchese, S.; Poggianella, M.; Campos, J.L.S.; Burrone, O.R. Role of N-glycosylation on Zika
virus E protein secretion, viral assembly and infectivity. Biochem. Biophys. Res. Commun. 2017, 492, 579–586.
[CrossRef] [PubMed]

121. Cook, S.; Holmes, E.C. A multigene analysis of the phylogenetic relationships among the flaviviruses (Family:
Flaviviridae) and the evolution of vector transmission. Arch. Virol. 2006, 151, 309–325. [CrossRef] [PubMed]

122. Cook, S.; Moureau, G.; Kitchen, A.; Gould, E.A.; de Lamballerie, X.; Holmes, E.C.; Harbachl, R.E. Molecular
evolution of the insect-specific flaviviruses. J. Gen. Virol. 2012, 93, 223–234. [CrossRef] [PubMed]

123. Nichols, B.A.; Bainton, D.F.; Farquhar, M.G. Differentiation of monocytes. Origin, nature, and fate of their
azurophil granules. J. Cell Biol. 1971, 50, 498–515. [CrossRef] [PubMed]

© 2018 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/10.1371/journal.pone.0093573
http://www.ncbi.nlm.nih.gov/pubmed/24681578
http://dx.doi.org/10.1111/cmi.12804
http://www.ncbi.nlm.nih.gov/pubmed/29112323
http://dx.doi.org/10.1128/JVI.01244-09
http://www.ncbi.nlm.nih.gov/pubmed/19740986
http://dx.doi.org/10.1371/journal.ppat.1000216
http://www.ncbi.nlm.nih.gov/pubmed/19023417
http://dx.doi.org/10.1371/journal.ppat.1000088
http://www.ncbi.nlm.nih.gov/pubmed/18551169
http://dx.doi.org/10.1128/JVI.01190-09
http://www.ncbi.nlm.nih.gov/pubmed/19906930
http://dx.doi.org/10.1038/nature12029
http://www.ncbi.nlm.nih.gov/pubmed/23542590
http://dx.doi.org/10.1016/j.cell.2015.01.032
http://www.ncbi.nlm.nih.gov/pubmed/25679758
http://dx.doi.org/10.3390/v10030139
http://www.ncbi.nlm.nih.gov/pubmed/29558400
http://dx.doi.org/10.1016/j.chom.2018.07.006
http://www.ncbi.nlm.nih.gov/pubmed/30092198
http://dx.doi.org/10.1111/j.1582-4934.2010.01071.x
http://www.ncbi.nlm.nih.gov/pubmed/20406331
http://dx.doi.org/10.4049/jimmunol.1600846
http://www.ncbi.nlm.nih.gov/pubmed/27799312
http://dx.doi.org/10.1016/j.micinf.2010.10.011
http://www.ncbi.nlm.nih.gov/pubmed/21034848
http://dx.doi.org/10.1016/j.bbrc.2017.01.022
http://www.ncbi.nlm.nih.gov/pubmed/28069378
http://dx.doi.org/10.1007/s00705-005-0626-6
http://www.ncbi.nlm.nih.gov/pubmed/16172840
http://dx.doi.org/10.1099/vir.0.036525-0
http://www.ncbi.nlm.nih.gov/pubmed/22012464
http://dx.doi.org/10.1083/jcb.50.2.498
http://www.ncbi.nlm.nih.gov/pubmed/4107019
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Zika Virus Genome Organization and Replication Cycle 
	Overview of the Secretory Pathway 
	The Secretory Pathway in Zika Virus Infection: ER Modifications 
	The Secretory Pathway in Zika Virus Infection: Leaving the ER 
	The Secretory Pathway in Zika Virus Infection: Moving Through the Golgi? 
	The Secretory Pathway in Zika Virus Infection: Exit from the Cell 
	Concluding Remarks 
	References

