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Abstract: Arthropod-borne viruses present important public health challenges worldwide. Viruses
such as DENV, ZIKV, and WNV are of current concern due to an increasing incidence and an
expanding geographic range, generating explosive outbreaks even in non-endemic areas. The clinical
signs associated with infection from these arboviruses are often inapparent, mild, or nonspecific,
but occasionally develop into serious complications marked by rapid onset, tremors, paralysis,
hemorrhagic fever, neurological alterations, or death. They are predominately transmitted to humans
through mosquito bite, during which saliva is inoculated into the skin to facilitate blood feeding. A
new approach to prevent arboviral diseases has been proposed by the observation that arthropod
saliva facilitates transmission of pathogens. Viruses released within mosquito saliva may more easily
initiate host invasion by taking advantage of the host’s innate and adaptive immune responses to
saliva. This provides a rationale for creating vaccines against mosquito salivary proteins, especially
because of the lack of licensed vaccines against most of these viruses. This review aims to provide
an overview of the effects on the host immune response by the mosquito salivary proteins and how
these phenomena alter the infection outcome for different arboviruses, recent attempts to generate
mosquito salivary-based vaccines against flavivirus including DENV, ZIKV, and WNV, and the
potential benefits and pitfalls that this strategy involves.
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1. Emerging Arboviruses, an Increased Concern for Public Health

Newly emerging and re-emerging arboviral infections continue to pose significant
public and animal health threats. Changes in global temperature, environmental alterations
such as deforestation and fast urban development, and socio-economic conditions have
facilitated the rapid circulation of arboviruses within the human populations. All these
factors have expanded the geographical distribution and abundance of arthropod vectors,
such as some species of Aedes (Aedes aegypti and Aedes albopictus) and Culex (Culex tarsalis,
Culex quinquefasciatus, and Culex pipiens), which are main transmitters of the most clinically
important arboviral diseases [1]. Most of these diseases remain neglected and are impact-
ing both the economy and global healthcare systems, especially in developing countries.
Dengue is the most prevalent human arboviral infection transmitted by Aedes mosquitoes,
striking populations in tropical areas in the Americas, Africa, and South-East Asia, but
also generating outbreaks in non-endemic regions, such as those that have occurred in the
Mediterranean areas [2]. The past decades have seen a 30-fold increase of dengue cases [3].
More than 3.9 billion people in over 129 countries are at risk of contracting dengue, with an
estimated 96 million symptomatic cases and an estimated (World Health Organization and
Center for Disease Control and Prevention) 20,000–40,000 deaths every year [4]. Dengue
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viruses comprise four genetically and serologically related viruses known as serotypes 1 to
4. Infection by any of the four serotypes can result in a range of clinical manifestations, from
asymptomatic to self-limiting febrile illness (known as dengue fever), or life-threatening
disease characterized by increased vascular permeability, thrombocytopenia, and hem-
orrhage recognized as severe dengue. It is also known that previous infection with one
of these serotypes can enhance the disease severity of subsequent infections with other
serotypes, a phenomenon named ADE (antibody-dependent enhancement). The suggested
mechanism is through non-neutralizing antibodies pre-generated upon infection with a
specific virus serotype that bind to the virus surface of other serotypes and facilitate entry
into Fc receptor-bearing cells [5]. Other arboviral infections, such as the emergence and
explosive spread of Zika virus infections in Latin America and the Pacific Islands, became a
worldwide public health concern due to neurological disorders as Guillain–Barré syndrome
and neonatal malformations associated with ZIKV infection. ZIKV infection in humans
was first described in Nigeria in 1954 [6]. Few human infections were documented over the
next decade until the first reported outbreak in 2007 on the Western Pacific Island of Yap in
the Federated States of Micronesia [7]. Since then, large epidemics have been reported in
many areas, finally emerging for the first time in the Americas in 2016 [8–10]. ZIKV is an
example of how an arbovirus disease with an initial low incidence can turn into a global
epidemic within a short period of time.

West Nile virus (WNV) initially circulated in an enzootic mosquito–host transmission
cycle in Africa, the Middle East, and Europe [11] but swiftly spread throughout the North
American continent in the last years, resulting in a high proportion of neurological infections
caused by lineage 1 viruses. Since its first appearance in the US in 1999, WNV has emerged
as the most common cause of epidemic meningoencephalitis in North America [12]. WNV
is easily spread by birds, in which crows, magpies and jays, house sparrows, house finches,
and grackles are highly competent reservoirs, transmitted by an unprecedented number
of mosquito species [13]. By contrast, susceptible mammals, such as horses and humans,
do not develop sufficiently high viremia titers to play a significant role in transmission,
becoming dead-end hosts. Despite efforts to monitor and control WNV dissemination,
WNV is now endemic in North America, with nearly 7 million cases estimated to have
occurred since 1999 [14]. WNV is another example of the potential of arthropod-borne
viruses to expand rapidly in non-endemic areas.

The constant threat of arbovirus emergence and re-emergence necessitates a greater
fundamental understanding of the biology of these viruses, the interactions between viruses
and their vectors, the immune responses generated by the host against the pathogens or
the salivary antigens from the vector that can contain or enhance virus transmission to the
host, and possible countermeasures that can blunt their impact on public health in order to
prevent the emergence of new outbreaks.

2. Salivary Proteins Facilitate Mosquito Blood Feeding

To successfully intake blood from a host, the mosquito needs to overcome vasocon-
striction, coagulation, and platelet aggregation [15] (Figure 1). Salivary protein secretion
is critical for hematophagous insects to assist in blood vessel localization, blood inges-
tion, and digestion [16]. Several enzyme families exist in mosquito saliva and have been
identified among different species [17–22]. Among them, apyrase is a soluble secreted
protein with ATP-diphosphohydrolase activity, which belongs to the 5′nucleotidase fam-
ily that hydrolyzes ATP and ADP to AMP and orthophosphate [23]. Apyrase facilitates
hematophagy through the inhibition of ADP-mediated platelet aggregation in the host [24].
The expression level of apyrase is induced in the Ae. aegypti female salivary gland after
blood feeding [25]. Besides Aedes mosquitoes, 5′nucleotidase family cDNA was identified
in Anopheles gambiae [22]. However, 5′nucleotidase family members’ transcripts were not
found in Cx. tarsalis, and low expression is observed in Cx. quinquefasciatus [17]. Lack of this
enzyme in this genus may possibly be due to their feeding behavior, as Culex mosquitoes
are predominately bird feeders and do not need to face the same platelet barrier [26].
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Figure 1. Schematic representation of the physiological effect performed by the mosquito bite on the
host skin. The image shows the effect of some of the salivary proteins of the mosquito and their role
in blood intake.

Adenosine deaminase and purine hydrolase enzymes have also been identified in
Ae. Aegypti saliva [19], and their enzymatic activities from Aedes salivary homogenate
showed the hydrolyzation of inosine and guanosine to hypoxanthine and xanthine [27].
Considering that adenosine and inosine increase cutaneous vasopermeability by mast cell
activation [28], the adenosine deaminase and purine hydrolase functions are crucial to de-
crease itching sensation. Other enzymes, such as the endonucleases, cleave polynucleotides.
These have been identified in Cx. Quinquefasciatus but not in Aedes or Anopheles, which may
assist blood meal intake by decreasing the blood viscosity [29]. Esterases, another type of
hydrolase enzymes, have been shown to be secreted in Ae. aegypti saliva. Moreover, the
salivary gland lysates from females had higher specific activity than those from males [30],
suggesting their potential role in blood feeding.

The vasodilator sialokinin, related to the tachykinin protein family, was found in Ae.
aegypti salivary glands [31,32]. Sialokinin is crucial during blood feeding by inducing nitric
oxide release and stimulating the permeability of endothelial cells [33]. Although Anopheline
mosquitoes do not produce vasodilatory substances, the salivary peroxidase/catechol oxi-
dase isolated from An. albimanus exerts a vasodilatory activity by rescinding hemostatically
active biogenic amines that are released during blood feeding [34,35].

Some proteins with protease inhibitor domain have been found in mosquito salivary
glands, which might associate with regulating inflammatory processes or host hemostasis.
A serine protease inhibitor named anticoagulant factor Xa (AFXa) is expressed only in fe-
male salivary glands and inhibits mammalian hemostasis to facilitate blood feeding [36,37].
Another anopheline serine protease is highly conserved across Anopheles mosquitoes and
inhibits the function of thrombin, causing impaired blood coagulation [38]. Cystatin, with
a trypsin inhibitor-like domain and Kazal domain, has been annotated from the mosquito
transcripts. The Kazal inhibitor was shown to block the proteolysis function from plasmin
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recruited by DENV to facilitate infection in the midgut [39]; however, the function of this
protein in blood feeding is still unknown.

Another family of abundantly salivary expressed proteins are the D7, pheromone/odorant
binding proteins [40]. Two subfamilies of D7 were identified: the short family has a
molecular mass of 15–20 kDa and the long is around 27–30 kDa [22,40,41]. The D7 proteins
bind to host amines and leukotrienes, antagonizing inflammation and vascular tone [42].
Moreover, a D7 protein from Cx. quinquefasciatus was shown to have a high affinity to
ADP that inhibits hemostasis and platelet aggregation [43]. The D7 protein acts as an
inhibitor of both platelet aggregation and cell recruitment of neutrophils and eosinophils in
Ae. albopictus [44]. In the An. stephensi, the D7 protein blocks bradykinin formation, which
is a peptide inducing pain, vascular hypotension, and blood retardation [45]. Other than
D7 family, a protein named anophensin has also been identified as kallikrein–kinin system
inhibitor resulting in the inhibition of bradykinin release in An. stephensi [46].

Aegyptin (belonging to the family of 30-kDa salivary allergens), identified from Ae. Ae-
gypti, has also been characterized to prevent collagen-induced platelet aggregation [47,48].
A homolog protein in An. stephensi named anopheline antiplatelet protein (AAPP) also has
a role as the receptors antagonist that mediates the adhesion of platelets to collagen [49].
Both aegyptin and AAPP have been shown to be essential for maintaining mosquito blood
feeding efficiency [50,51].

3. Mosquito Salivary Proteins Can Alter the Course of Arbovirus Dissemination
and Transmission

Beyond assisting in blood feeding, preliminary work on mosquito saliva or sali-
vary gland extracts show modulatory effects that can influence the infectivity of several
mosquito-transmitted viral infections (Figure 2). Intradermal co-injections of Rift Valley
fever virus (RVFV) with salivary gland extracts or saliva of Ae. aegypti increased mortality
rates in mice as well as viremia and virus titers measured in several organs [52]. In the case
of dengue, mosquito saliva was shown to enhance infectivity in fibroblasts at early stages of
infection [53]. In addition, mosquito bites enhance DENV pathogenesis in humanized mice,
maintaining viremia for a longer period and inducing a more severe thrombocytopenia [54].
Similar findings were shown for WNV in C57BL/6 immunocompetent mice bitten by Culex
mosquitoes, showing an increase in viremia in the early stages of infection [55].

This effect on dissemination enhancement can be triggered in a variety of ways.
For example, mosquito bites trigger leukocyte influxes, especially neutrophils, through
the activation of CXCL2 and IL-1β expression [56]. Neutrophil recruitment facilitates
infection by Semliki Forest virus and Bunyamwera virus to cellular targets including
monocytes, acting as trojan horses [56]. Similarly, DENV infection led to the recruitment
of inflammatory neutrophils and monocytes to the dermis, enhanced by the presence of
Ae. aegypti salivary gland extracts in the IFNAR(−/−) mouse model [57]. Subsequent work
identified specific salivary proteins which alter this cellular trafficking. For instance, the
Ae. aegypti salivary protein AgBR1 was found to stimulate the expression of IL-1b and IL-6,
produced in response to inflammatory agents, and to induce neutrophil infiltration at the
mosquito bite site, significantly enhancing ZIKV pathogenesis in the immunocompromised
AG129 mouse model [58]. Another mosquito salivary protein, termed Nest1, was also
found to enhance ZIKV disease by inducing the expression of cytokines in Nest1-stimulated
neutrophils, such as IL-1b and Cxcl2 and Ccl2 chemokines [59], molecules that may lead to
an influx of myeloid cells susceptible to flaviviruses, as mentioned before.

Additionally, mosquito saliva can cause disruption of the endothelial barrier and
generates edema. The endothelial barrier of blood vessels acts as a physical defense against
virus invasion, separating the skin from systemic blood circulation [60]. Mosquito bites
elicit edema that can retain more virus in the skin, helping the infection of cutaneous cells,
as was shown for Semliki Forest virus and Bunyamwera virus [56]. Salivary gland extracts
(SGE) directly disrupt endothelial barrier function in vitro at the basolateral and apical side
of human dermal microvascular endothelial cells and induces endothelial permeability
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in vivo within the skin microvasculature, increasing the leak of plasma into the dermis.
This effect boosts the infection of dermal dendritic cells and macrophages and increases
cell migration to skin-draining lymph nodes [57]. Another observation showed mosquito
saliva can modulate the permeability of the blood–brain barrier in RVFV-infected mice,
significantly increasing viral titers in the brain and triggering its dissemination to the
central nervous system [52]. One proposed mechanism that leads to endothelial barrier
disruption lies in the serine proteases secreted in the saliva. Serine proteases break down the
extracellular protein matrix by endoproteolytic reaction. One of these proteases has been
identified in the Ae. aegpyti salivary extracts CLIPA3. Mouse embryonic fibroblasts (MEFs)
treated with SGE from mosquitoes knocked down for CLIPA3 presented lower DENV
infection rates compared with MEFs treated with SGE from wild type mosquitoes [53],
suggesting a critical role of CLIPA3 on virus infection to the host. Sialokinin, another
Aedes gene product, was shown to mediate the enhancement of in vivo virus infection
through a rapid reduction in endothelial barrier integrity and by inducing the recruitment
of myelomonocytic and myeloid CD11b cells [61].

Figure 2. Schematic representation of the interactions between mosquito salivary proteins, flavivirus,
and the host immune and homeostatic responses. The effect of these mosquito salivary proteins
in many cases facilitates infection of the host by altering both its innate and adaptive immune
responses. On the contrary, also during a natural infection, other salivary proteins are able to block
the dissemination of the virus.

Innate immune responses represent the first line of defense against pathogens in the
host, playing a crucial role in controlling viral infection. Mosquitoes, as other blood-feeding
arthropods including ticks or sandflies, also secrete saliva to modify the host immune
response, inadvertently suppressing antiviral innate immune responses and modulating
early viral replication [62–64]. An Ae. aegypti 34 kDa protein was shown to increase
DENV replication in vitro in human keratinocytes, the most common type of skin cell,
inhibiting the transcript expression of different antiviral molecules, such as IFN-α, IFN-
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β, IRF3, IRF7, LL-37, and S100A7 [65]. The salivary factor LTRIN interferes with the
lymphotoxin-β receptor pathway, inhibiting its dimerization in the presence of its natural
ligand, lymphotoxin-β, and attenuating the activation of NF-κB and the production of proin-
flammatory cytokines. The final consequence is the enhancement of ZIKV infectivity in both
in vitro (THP-1 and HUVEC cells, fibroblasts, and bone marrow-derived macrophages) and
in vivo (IFNAR(−/−) mouse) models, in which higher viral titers and severe body weight
loss were observed after LTRIN inoculation [66]. Aedes AaVA-1 protein activates autophagy
to promote flaviviral infection. It induces the conversion of LC3B-I, central protein in
the autophagy pathway, into LC3B-II in THP-1 cells, and facilitates in vitro infection of
ZIKV, DENV, and Semliki Forest virus. AaVA-1 also potentiates ZIKV infection in mice,
showing higher viremia levels and mortality in ZIKV-infected animals co-inoculated with
AaVA-1 [67]. An interesting fact that has been poorly studied is how these salivary proteins
can be internalized into the cells by endocytosis. In this work, authors also showed how
AaVA-1 gains access into human monocyte-derived macrophages by a RhoA-dependent
endocytosis and colocalized intracellularly with the early/late endosomes and Tom20, a
mitochondrial marker. These findings suggest that the intracellular trafficking route of
AaVA-1 is to escape from endosome to mitochondria, as was observed for some external
toxin proteins, such as the Shiga toxin B-fragment [68].

Adaptive immune responses are also critical in controlling virus infection in the host.
Aedes saliva has immunomodulatory effects on dendritic cells, crucial for priming adaptive
T and B cell responses, triggering the migration of activated dendritic cells from the skin to
the draining lymph node [57], and therefore facilitating virus dissemination. Mosquito SGE
also suppresses T cell proliferation in murine splenocytes. In addition, these cells reduced
the production of both interferon-g (IFN-g) and interleukin-10 (IL-10) when cells were
pre-exposed to Aedes SGE and induced cell death in CD4+ and CD8+ T cell populations [69].
Although this phenotype was not observed when SGE from Culex mosquito was used [69],
reduced numbers of T cells were counted in skin tissue explants in mice intradermally
infected with WNV and bitten by Culex mosquitoes [70], observing higher WNV replication
in the skin and in the lymph nodes.

Surprisingly, some mosquito salivary proteins may inhibit disease progression. D7
proteins, which have been described as biogenic amines and cysteinyl leukotrienes binders,
can inhibit virus infection in vitro and in vivo. Human monocytic U937 cells infected
with DENV and either pre-treated or co-treated with recombinant D7 protein from Aedes
aegypti resulted in lower DENV2 titers. Similar observations were found in vivo, where
AGB6 mice co-inoculated with D7 and DENV2 presented lower titers in footpads and
draining lymph nodes at 48 h post-infection (hpi) [71]. In addition, research performed
using D7 proteins from Cx. quinquesfaciatus suggested a similar effect in the viral outcome
produced by WNV in the mouse model, as anti-D7 antibodies passively transferred to
mice enhanced the disease transmitted by infected mosquitoes [72]. Another Aedes protein,
aegyptin, was shown to block the interaction of collagen with its physiological ligand,
subsequently interfering with platelet aggregation and adhesion [47,48]. Despite this role,
aegyptin resulted in decreased DENV infection in vivo at the inoculation sites and blood at
48 hpi [73], suggesting an intricate relationship between mosquito salivary protein and the
virus as well as the host.

Collectively, there is a complex interplay between components of mosquito saliva
and host factors that can influence the success of virus transmission to humans during
mosquito blood feeding. Taking steps to elucidate the role of mosquito saliva components
in modulating human hemostasis and immune responses is imperative for understanding
how the virus hijacks this mechanism to facilitate the success of viral infection in humans.
Armed with this knowledge, and always considering the limitations of the work with
immunocompromised animal models, we could then improve the development of blocking
therapies such as vector-based vaccines or drugs against mosquito-borne viral diseases.
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4. The Use of Salivary Proteins as Vector-Based Vaccines: Benefits and Potential Pitfalls

Vaccines are available for only three mosquito-borne flavivirus infection (Figure 3). First,
the live-attenuated 17D vaccine has been used since the 1930s against YFV [74]. Second, several
vaccines are available for JEV which can be broadly grouped into three types—(1) inactivated JE
vaccine such as MB-JEV, ENCEVAC, and IXIARO, (2) live-attenuated JE vaccine SA-14-14-2,
and (3) live YFV-JEV chimeric vaccine. Thorough literature summaries on JEV vaccines are
available [75,76] and this topic will not be covered in detail in this review. Finally, several
vaccines for DENV raise worldwide attention. Dengvaxia, a live attenuated chimeric
vaccine that is designed to work against all four DENV serotypes, was approved for use in
around 20 countries up to 2019 [77]. Additionally, DENVax recently received approval for
use in Europe and Indonesia in 2022 [78,79]. Albeit rare, 17D is associated with neurotropic
and viscerotropic diseases occurring at an average of five cases per million doses [80], with
<5% fatality rate in a case study [81]. In addition, controversy was raised against Dengvaxia
as vaccinees with no prior DENV exposure developed severe dengue when infected with
the virus [77]. The United States FDA and the WHO revised the guidelines for Dengvaxia to
be administered only to those who have been exposed to DENV infection either by health
history or serological assessment [82,83]. These cases underscore the need for a better
vaccine design that is safe for administration in humans. Additionally, ongoing threat still
persists for the transmission of other flaviviruses such as WNV and ZIKV, despite a decrease
in reported cases in the US since 2017 (ZIKV) and 2018 (WNV) [84], especially since severe
cases of flavivirus infection can lead to fatal neurological disease in the case of WNV or
severe neurological symptoms such as Guillain–Barré syndrome, neuropathy, and myelitis
in the case of ZIKV. Taken together, there is an urgent need for vaccine development to
control the spread of mosquito-borne flavivirus infection, especially in endemic area of
the world.

The traditional strategy for vaccine development against flavivirus transmission is by
using antigenic viral component as the core of the vaccine, and this strategy is still being
used today (reviewed in [85–87]). Evidence in recent years unveiled that this strategy is
hindered by rapid viral genome mutation and the subsequent emergence of new viral
subtypes, which lead to the mechanism of both immune and vaccine escape for vaccines
still under development (reviewed in [88]). Furthermore, the occurrence of antibody-
dependent enhancement provides more evidence of the many mechanisms utilized by
the virus to escape clearance by the host immune cells. This scenario is observed in
heterotypic secondary DENV infection [89], and subsequent ZIKV infection after first
WNV infection [90,91] or DENV infection [91]. Therefore, a novel approach to vaccine
design is necessary. The idea of using a vector-based vaccine becomes popular with the
underlying premise that it shifts evolutionary pressure away from the virus (Figure 3).
It is unlikely for the vector, in this case the mosquito, to generate a mutation as it does
not give an evolutionary advantage and is also not feasible due to longer life cycle of the
mosquito. Indeed, the first proof of principle on mosquito saliva-based flavivirus vaccine
was performed in 2013 when immunization with mosquito salivary gland extract was
shown to be able to prevent WNV infection in Swiss mice [92].

Moreover, vector-based vaccines can be intended to target multiple flaviviruses. This
is because several flaviviruses are carried by a common mosquito vector. As an example,
ZIKV and DENV are carried by Ae. aegypti mosquito. It is then hypothesized that proteins
of mosquito saliva from Ae. aegypti can be used to develop a vaccine that can control the
transmission of both DENV and ZIKV. Preliminary evidence for the potential of using
mosquito saliva-based antigen as pan-flavivirus vaccines in multiple studies have been
shown. First, passive immunization with NeSt1 and AgBR1, both secreted proteins in
mosquito saliva, individually or in combination [58,59,93], can reduce ZIKV infection in
Ag129 mice. In addition, vaccination with recombinant AgBR1 can decrease ZIKV infection
in Ag129 mice [94]. Interestingly, passive immunization with AgBR1 antiserum can also
reduce WNV infection by Ae. aegypti-borne infection in a lab-controlled environment [95],
providing preliminary evidence that a mosquito saliva-based vaccine can be used to target
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multiple flaviviruses. However, more studies need to be conducted to see whether AgBR1
and NeSt1 can prevent DENV infection in mice. Nevertheless, these studies show promising
views on the potential of a mosquito saliva-based vaccine to be used as a pan-flavivirus
vaccine.

Figure 3. Schematic representation of the different existing vaccination mechanisms against viruses
transmitted by arthropods. The left side of the image portrays the mechanisms on which classical
commercial vaccines are based. These are live attenuated or inactivated vaccines whose target is the
virus component itself. On the right side, new generation vaccines based on the salivary proteins
of the mosquito and whose target is to generate a response against the salivary proteins and thus
prevent the replication of the virus.

Vector-based vaccines can also modulate virus transmission by deterring the virus
from completing its life cycle in the vector, a type of vaccine termed transmission-blocking
vaccine (TBV) [96,97]. This vaccine type is especially useful in preventing further spread
of the virus in an already endemic population and may not necessarily require human
vaccination. Instead, wild animals or livestock can be the target of this vaccine. An example
of TBV was shown when antiserum against cysteine-rich venom protein CRVP379, which
was shown to be expressed in both the salivary gland and midgut, introduced in Aag-2
cells or Aedes mosquito inhibited DENV infection [98]. Another salivary protein, AaSG34,
was shown to cause reduction of DENV infection in Aedes mosquito [99] and human
keratinocytes [65] upon silencing. These suggest a dual role of AaSG34 in modulating viral
infection in both host and vector, underscoring the potential use of this salivary antigen for
salivary-based vaccine candidates.

While there are many factors that favor the shift towards the development of vector-
based vaccine as discussed above, there are also other factors that necessitate careful
assessment to further refine the feasibility of such vaccine approaches. First and foremost,
there is not enough evidence on whether a vector-based vaccine is safe for human admin-
istration, as most research for vaccines based on mosquito saliva has been conducted in
murine models. In the first of its kind, the collaborative group from NIAID and London
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researchers published a phase I clinical trial on An. gambiae saliva vaccine (AGS-v) in
2020 aimed at testing the tolerance and immunogenicity of AGS-v in human [100]. AGS-v
consists of four salivary peptides derived from An. gambiae salivary glands but are common
amongst Anopheles spp., Aedes spp. and Culex spp. In this randomized and double-blind
study, AGS-v was tested either alone or with Montanide ISA 51 as an adjuvant with placebo
as a control group. They found that AGS-v alone is well tolerated and subsequent Ae.
aegypti mosquito bite did not induce severe reaction around the bite site among study
participants. Additionally, adjuvanted AGS-v is highly immunogenic and can induce
IFN-gamma response among study participants. Recently, the same group performed the
same study on the same vaccine with an added fifth peptide, AGS-v PLUS, and reached the
same conclusion [101]. In addition, the authors showed in vitro evidence that AGS-v PLUS
can prevent ZIKV infection after treating Vero cells with peripheral blood mononuclear
cells (PBMCs) and serum from immunized individuals [101]. While both studies were
conducted with a limited number of study participant and have not shown in vivo evidence
for protection against different flaviviruses in human, they nonetheless provide a glimpse
of a promising view for using mosquito saliva as a vaccine for flavivirus diseases. To
date, there are no other clinical trials on vaccines based on mosquito saliva. Indeed, more
in-depth study is needed, ideally with a larger cohort and diverse patient demographic
that includes children and pregnant women.

In addition, it is not clear how to best select the mosquito saliva protein to be used
in vaccine design. Vaccine efficacy against a specific arbovirus may change against others,
as not all arboviruses interact with the host immune system in the same manner. While
we have shown evidence that several mosquito saliva proteins could potentially be used
in a vaccine, there are other candidates that do not show any effect despite being highly
immunogenic ([58], data not shown). One particular study showed that using mosquito
saliva protein as a vaccine can exacerbate disease progression in mice [72]. In the study, as
we mentioned in the previous section, D7 salivary protein of Cx. tarsalis was selected by
the authors on the basis of abundance in mosquito saliva and highly immunogenic effect
upon mosquito bite, which is then tested for its ability to prevent WNV infection in mice.
Both passive immunization with recombinant D7 (rD7) antiserum and active immunization
with rD7 showed an increase in mortality upon mosquito bite-delivered WNV infection
in mice. Interestingly, mice immunized with rD7 showed an increase in IgG1 production
and inflammatory cell infiltration at mosquito bite site, creating a favorable condition for
WNV infection. This suggests a complex interplay between the mosquito salivary protein
and its immunomodulatory effect in the host during mosquito blood feeding and how it
subsequently affects virus dissemination. Therefore, careful selection of salivary protein to
be used in vaccine design is imperative during the making of vector-based vaccines.

Finally, mosquito saliva-based vaccines can prevent the infection of flavivirus that
occurs through mosquito bite but not by needle injection [58]. It is therefore unlikely that
this type of vaccine can prevent flaviviral infection that is transmitted by means other than
mosquito bite. In the case of ZIKV, transmission of ZIKV can also occur through sexual
intercourse, blood transfusion, and from mother to child during pregnancy or childbirth.
WNV can be transmitted by blood transfusion and from mother to baby during pregnancy,
delivery, or breast feeding, as well as DENV [102]. It is unlikely that a vector-based vaccine
can prevent the spread of ZIKV through these modes of transmission. However, vector-
based transmission still accounts for the majority of flaviviral diseases worldwide [102].
This observation does not preclude vaccine development that is based on mosquito saliva.
Nonetheless, future recipients of vector-based vaccines should be made aware of the pitfalls
of this type of vaccine.

5. Immune Responses to Saliva Proteins as Biomarkers of Exposure

Aedes mosquitoes cause major health problems through the arboviruses that they
transmit, especially but not exclusively in developing countries. Inoculation of mosquito
salivary protein into the host at the bite site by hematophagous mosquito induced im-
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mune response followed by generation of antibodies. Indeed, several studies found some
mosquito salivary proteins to be highly immunogenic among human populations living in
geographical areas teeming with mosquitoes [103,104]. Hence, the use of IgG antibodies
against specific Ae. aegypti saliva proteins could prove to be reliable indicators for the
detection of exposure to Aedes bites, to assess the spread of mosquitoes and the success of
mosquito population control [105], and as biomarkers to monitor disease severity [106].
A recent study showed that high levels of antibodies to Ae. aegypti salivary proteins are
associated with the future development of dengue infection [107]. The role of several
salivary proteins has been evaluated as a biomarker of mosquito exposure and arbovirus
disease. For instance, the 34k2 salivary proteins from Ae. albopictus and Ae. aegypti have
been described as suitable candidates for the development of serological assays to evaluate
spatial and/or temporal variation of human exposure to Aedes vectors [108–110]. The
use of antibodies against the Nterm-34 kDa peptide has been postulated to distinguish
dengue disease progression, although no conclusive connection to dengue risk has been
shown [111]. Nevertheless, specific antibodies against D7L positively correlate with DENV-
positive and febrile patients as compared to non-febrile subjects [112], whereas antibodies
against AgBR1 salivary protein were significantly different in dengue severity classification.
Patients with dengue without warnings present higher anti-AgBR1 IgG levels than patients
with dengue with warnings, indicating that the higher the antibodies, the less severe the
symptoms/infection. This analysis suggests that AgBR1 IgGs may be a diagnostic tool to
evaluate the risk of dengue fever severity in endemic regions [111].

Similarly, in the case of malaria, human humoral immune responses in the form of
specific IgG antibodies against An. gambiae whole saliva [113,114] and several saliva pro-
teins from An. gambiae have been considered as promising biomarkers for risk assessment
of malaria transmission and severity in Senegal and the Brazilian Amazon [85,86]. To date,
some studies have measured anopheline biting rates and the prevalence of human antibod-
ies to the salivary antigen gSG6 [115,116]. This indicator could represent an alternative to
classical entomological and parasitological monitoring methods for measuring and follow-
ing the effectiveness of vector control strategies. This salivary protein was also tested as a
potential biomarker of exposure for other Anopheles species [117]. However, there is a lack
of association between anti-An. gambiae-gSG6 antibody titers and concurrently measured
human biting rates for An. farauti exposure, suggesting that the assay for human anti-An.
gambiae-gSG6 antibodies lacks sufficient sensitivity to be a multi-anopheline biomarker.
These findings imply that an improvement in the sensitivity of serology to monitor changes
in anopheline biting exposure may require the use of saliva antigens from local anopheles
species, and this may be especially true for species more distantly related to the African
malaria vector An. gambiae [115].

Additionally, proteomic approaches have been applied to discover new putative
biomarkers of risk of malaria infection in the saliva of An. albimanus that were immunogenic
in humans. Antibody levels against salivary proteins PEROX-P3, TRANS-P1, and TRANS-
P2 were significantly higher in serum samples from malaria-infected individuals compared
to samples from uninfected individuals. Therefore, the use of these proteins as biomarkers
of both exposure to New World Anopheles bites and malaria transmission risk could serve
as important tools in malaria surveillance and control programs [118].

6. Conclusions and Future Challenges

The emergence and re-emergence of mosquito-borne diseases, especially during the
last decades, have necessitated rapid development of new preventive strategies to con-
trol the transmission of these pathogens within human populations. It is evident that
vector saliva components influence successful early viral infection and dissemination in
the host. However, the functions of many salivary proteins remain unclear. There are at
least 1000 salivary proteins discovered using high-throughput proteomic and transcrip-
tomic approaches in Aedes aegypti saliva. The abundance of proteins present in mosquito
saliva hampered the mechanistic study of how these proteins modulate host hemostatic
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mechanisms and thereby influence the outcome of the disease. Having this information
is imperative as it provides foundational knowledge for the development of mosquito
salivary-based vaccines. Although there are still obstacles to overcome, the current state
for salivary vaccine development is exciting as experiments with animal models show
promising results and human clinical trials show the safety and immunogenicity of these
vaccines. Additionally, these vaccines could also be complemented with viral antigens
to augment their efficacy against one specific virus. Finally, humoral immune responses
against mosquito salivary antigens can be used as a biomarker of exposure to the vectors
and of disease risk, which is especially useful for developing and endemic countries where
resources are limited.

Author Contributions: Conceptualization A.M.-L., H.R., T.-Y.C. and E.F. Software S.U.-T. Writing-
Original draft and preparation A.M.-L., H.R., T.-Y.C., S.U.-T., D.P.W. and E.F. Writing-review and
editing, A.M.-L., H.R., T.-Y.C. and E.F. Supervision; A.M.-L. and E.F. Funding acquisition A.M.-L. and
E.F. All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by grants from the NIH (AI126033, AI138949, AI152904) and the
Steven and Alexandra Cohen Foundation. This research was also supported in part by the Howard
Hughes Medical Institute Emerging Pathogens Initiative.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

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

References
1. Campbell, L.P.; Luther, C.; Moo-Llanes, D.; Ramsey, J.M.; Danis-Lozano, R.; Peterson, A.T. Climate change influences on global

distributions of dengue and chikungunya virus vectors. Philos. Trans. R. Soc. Lond. B Biol. Sci. 2015, 370, 20140135. [CrossRef]
[PubMed]

2. Guzman, M.G.; Harris, E. Dengue. Lancet 2015, 385, 453–465. [CrossRef] [PubMed]
3. Gubler, D.J. Dengue, Urbanization and Globalization: The Unholy Trinity of the 21(st) Century. Trop. Med. Health 2011, 39

(Suppl. S4), 3–11. [CrossRef] [PubMed]
4. Bhatt, S.; Gething, P.W.; Brady, O.J.; Messina, J.P.; Farlow, A.W.; Moyes, C.L.; Drake, J.M.; Brownstein, J.S.; Hoen, A.G.; Sankoh, O.;

et al. The global distribution and burden of dengue. Nature 2013, 496, 504–507. [CrossRef] [PubMed]
5. De Alwis, R.; Beltramello, M.; Messer, W.B.; Sukupolvi-Petty, S.; Wahala, W.M.; Kraus, A.; Olivarez, N.P.; Pham, Q.; Brien, J.D.;

Tsai, W.Y.; et al. In-depth analysis of the antibody response of individuals exposed to primary dengue virus infection. PLoS. Negl.
Trop. Dis. 2011, 5, e1188. [CrossRef]

6. Macnamara, F.N. Zika virus: A report on three cases of human infection during an epidemic of jaundice in Nigeria. Trans. R. Soc.
Trop. Med. Hyg. 1954, 48, 139–145. [CrossRef]

7. 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]

8. Campos, G.S.; Bandeira, A.C.; Sardi, S.I. Zika Virus Outbreak, Bahia, Brazil. Emerg. Infect. Dis. 2015, 21, 1885–1886. [CrossRef]
9. Enfissi, A.; Codrington, J.; Roosblad, J.; Kazanji, M.; Rousset, D. Zika virus genome from the Americas. Lancet 2016, 387, 227–228.

[CrossRef]
10. Hennessey, M.; Fischer, M.; Staples, J.E. Zika Virus Spreads to New Areas-Region of the Americas, May 2015-January 2016. Morb.

Mortal. Wkly. Rep. 2016, 65, 55–58. [CrossRef]
11. May, F.J.; Davis, C.T.; Tesh, R.B.; Barrett, A.D. Phylogeography of West Nile virus: From the cradle of evolution in Africa to

Eurasia, Australia, and the Americas. J. Virol. 2011, 85, 2964–2974. [CrossRef]
12. Debiasi, R.L.; Tyler, K.L. West Nile virus meningoencephalitis. Nat. Clin. Pract. Neurol. 2006, 2, 264–275. [CrossRef]
13. Granwehr, B.P.; Lillibridge, K.M.; Higgs, S.; Mason, P.W.; Aronson, J.F.; Campbell, G.A.; Barrett, A.D. West Nile virus: Where are

we now? Lancet Infect. Dis. 2004, 4, 547–556. [CrossRef]
14. Ronca, S.E.; Ruff, J.C.; Murray, K.O. A 20-year historical review of West Nile virus since its initial emergence in North America:

Has West Nile virus become a neglected tropical disease? PLoS Negl. Trop. Dis. 2021, 15, e0009190. [CrossRef]
15. Ribeiro, J.M. Characterization of a vasodilator from the salivary glands of the yellow fever mosquito Aedes aegypti. J. Exp. Biol.

1992, 165, 61–71. [CrossRef]
16. Ribeiro, J.M.C. Insect Saliva: Function, Biochemistry, and Physiology. In Regulatory Mechanisms in Insect Feeding; Chapman, R.F.,

de Boer, G., Eds.; Springer: Boston, MA, USA, 1995; pp. 74–97.
17. Ribeiro, J.M.C.; Mans, B.J.; Arcà, B. An insight into the sialome of blood-feeding Nematocera. Insect Biochem. Mol. Biol. 2010, 40,

767–784. [CrossRef]

http://doi.org/10.1098/rstb.2014.0135
http://www.ncbi.nlm.nih.gov/pubmed/25688023
http://doi.org/10.1016/S0140-6736(14)60572-9
http://www.ncbi.nlm.nih.gov/pubmed/25230594
http://doi.org/10.2149/tmh.2011-S05
http://www.ncbi.nlm.nih.gov/pubmed/22500131
http://doi.org/10.1038/nature12060
http://www.ncbi.nlm.nih.gov/pubmed/23563266
http://doi.org/10.1371/annotation/f585335f-ff77-40ae-a8b6-ad6019af31aa
http://doi.org/10.1016/0035-9203(54)90006-1
http://doi.org/10.1056/NEJMoa0805715
http://doi.org/10.3201/eid2110.150847
http://doi.org/10.1016/S0140-6736(16)00003-9
http://doi.org/10.15585/mmwr.mm6503e1
http://doi.org/10.1128/JVI.01963-10
http://doi.org/10.1038/ncpneuro0176
http://doi.org/10.1016/S1473-3099(04)01128-4
http://doi.org/10.1371/journal.pntd.0009190
http://doi.org/10.1242/jeb.165.1.61
http://doi.org/10.1016/j.ibmb.2010.08.002


Pathogens 2023, 12, 371 12 of 16

18. Ribeiro, J.M.; Arca, B.; Lombardo, F.; Calvo, E.; Phan, V.M.; Chandra, P.K.; Wikel, S.K. An annotated catalogue of salivary gland
transcripts in the adult female mosquito, Aedes aegypti. BMC Genom. 2007, 8, 6. [CrossRef]

19. Valenzuela, J.G.; Pham, V.M.; Garfield, M.K.; Francischetti, I.M.B.; Ribeiro, J.M.C. Toward a description of the sialome of the adult
female mosquito Aedes aegypti. Insect Biochem. Mol. Biol. 2002, 32, 1101–1122. [CrossRef]

20. Arcà, B.; Lombardo, F.; Francischetti, I.M.B.; Pham, V.M.; Mestres-Simon, M.; Andersen, J.F.; Ribeiro, J.M.C. An insight into the
sialome of the adult female mosquito Aedes albopictus. Insect Biochem. Mol. Biol. 2007, 37, 107–127. [CrossRef]

21. Ribeiro, J.M.C.; Charlab, R.; Pham, V.M.; Garfield, M.; Valenzuela, J.G. An insight into the salivary transcriptome and proteome of
the adult female mosquito Culex pipiens quinquefasciatus. Insect Biochem. Mol. Biol. 2004, 34, 543–563. [CrossRef]

22. Arcà, B.; Lombardo, F.; de Lara Capurro, M.; della Torre, A.; Dimopoulos, G.; James, A.A.; Coluzzi, M. Trapping cDNAs encoding
secreted proteins from the salivary glands of the malaria vector Anopheles gambiae. Proc. Natl. Acad. Sci. USA 1999, 96,
1516–1521. [CrossRef] [PubMed]

23. Sun, D.; McNicol, A.; James, A.A.; Peng, Z. Expression of functional recombinant mosquito salivary apyrase: A potential
therapeutic platelet aggregation inhibitor. Platelets 2006, 17, 178–184. [CrossRef] [PubMed]

24. Ribeiro, J.M. Role of saliva in blood-feeding by arthropods. Annu. Rev. Entomol. 1987, 32, 463–478. [CrossRef] [PubMed]
25. Smartt, C.T.; Kim, A.P.; Grossman, G.L.; James, A.A. The Apyrase Gene of the Vector Mosquito, Aedes eegypti, Is Expressed

Specifically in the Adult Female Salivary Glands. Exp. Parasitol. 1995, 81, 239–248. [CrossRef]
26. Ribeiro, J.M.C. Blood-feeding in mosquitoes: Probing time and salivary gland anti-haemostatic activities in representatives of

three genera (Aedes, Anopheles, Culex). Med. Vet. Entomol. 2000, 14, 142–148. [CrossRef]
27. Ribeiro, J.M.C.; Valenzuela, J.G. The salivary purine nucleosidase of the mosquito, Aedes aegypti. Insect Biochem. Mol. Biol. 2003,

33, 13–22. [CrossRef]
28. Tilley, S.L.; Wagoner, V.A.; Salvatore, C.A.; Jacobson, M.A.; Koller, B.H. Adenosine and inosine increase cutaneous vasopermeabil-

ity by activating A3 receptors on mast cells. J. Clin. Investig. 2000, 105, 361–367. [CrossRef]
29. Calvo, E.; Ribeiro, J.M.C. A novel secreted endonuclease from Culex quinquefasciatussalivary glands. J. Exp. Biol. 2006, 209,

2651–2659. [CrossRef]
30. Argentine, J.A.; James, A.A. Characterization of a salivary gland-specific esterase in the vector mosquito, Aedes aegypti. Insect

Biochem. Mol. Biol. 1995, 25, 621–630. [CrossRef]
31. Champagne, D.E.; Ribeiro, J.M. Sialokinin I and II: Vasodilatory tachykinins from the yellow fever mosquito Aedes aegypti. Proc.

Natl. Acad. Sci USA 1994, 91, 138–142. [CrossRef]
32. Beerntsen, B.T.; Champagne, D.E.; Coleman, J.L.; Campos, Y.A.; James, A.A. Characterization of the Sialokinin I gene encoding

the salivary vasodilator of the yellow fever mosquito, Aedes aegypti. Insect Mol. Biol. 1999, 8, 459–467. [CrossRef]
33. Martin-Martin, I.; Valenzuela Leon, P.C.; Amo, L.; Shrivastava, G.; Iniguez, E.; Aryan, A.; Brooks, S.; Kojin, B.B.; Williams, A.E.;

Bolland, S.; et al. Aedes aegypti sialokinin facilitates mosquito blood feeding and modulates host immunity and vascular biology.
Cell Rep. 2022, 39, 110648. [CrossRef]

34. Ribeiro, J.M.; Nussenzveig, R.H. The salivary catechol oxidase/peroxidase activities of the mosquito Anopheles albimanus.
J. Exp. Biol. 1993, 179, 273–287. [CrossRef]

35. Ribeiro, J.M.; Valenzuela, J.G. Purification and cloning of the salivary peroxidase/catechol oxidase of the mosquito Anopheles
albimanus. J. Exp. Biol. 1999, 202, 809–816. [CrossRef]

36. Stark, K.R.; James, A.A. A Factor Xa-Directed Anticoagulant from the Salivary Glands of the Yellow Fever Mosquito Aedes
aegypti. Exp. Parasitol. 1995, 81, 321–331. [CrossRef]

37. Stark, K.R.; James, A.A. Isolation and Characterization of the Gene Encoding a Novel Factor Xa-directed Anticoagulant from the
Yellow Fever Mosquito, Aedes aegypti *. J. Biol. Chem. 1998, 273, 20802–20809. [CrossRef]

38. Figueiredo, A.C.; de Sanctis, D.; Gutiérrez-Gallego, R.; Cereija, T.B.; Macedo-Ribeiro, S.; Fuentes-Prior, P.; Pereira, P.J.B. Unique
thrombin inhibition mechanism by anophelin, an anticoagulant from the malaria vector. Proc. Natl. Acad. Sci. USA 2012, 109,
E3649–E3658. [CrossRef]

39. Ramesh, K.; Walvekar, V.A.; Wong, B.; Sayed, A.M.M.; Missé, D.; Kini, R.M.; Mok, Y.K.; Pompon, J. Increased Mosquito Midgut
Infection by Dengue Virus Recruitment of Plasmin Is Blocked by an Endogenous Kazal-type Inhibitor. iScience 2019, 21, 564–576.
[CrossRef]

40. James, A.A.; Blackmer, K.; Marinotti, O.; Ghosn, C.R.; Racioppi, J.V. Isolation and characterization of the gene expressing the
major salivary gland protein of the female mosquito, Aedes aegypti. Mol. Biochem. Parasitol. 1991, 44, 245–253. [CrossRef]

41. Valenzuela, J.G.; Charlab, R.; Gonzalez, E.C.; De Miranda-Santos, I.K.F.; Marinotti, O.; Francischetti, I.M.B.; Ribeiro, J.M.C. The D7
family of salivary proteins in blood sucking diptera. Insect Mol. Biol. 2002, 11, 149–155. [CrossRef]

42. Calvo, E.; Mans, B.J.; Andersen, J.F.; Ribeiro, J.M.C. Function and Evolution of a Mosquito Salivary Protein Family*. J. Biol. Chem.
2006, 281, 1935–1942. [CrossRef] [PubMed]

43. Martin-Martin, I.; Paige, A.; Valenzuela Leon, P.C.; Gittis, A.G.; Kern, O.; Bonilla, B.; Chagas, A.C.; Ganesan, S.; Smith, L.B.;
Garboczi, D.N.; et al. ADP binding by the Culex quinquefasciatus mosquito D7 salivary protein enhances blood feeding on
mammals. Nat. Commun. 2020, 11, 2911. [CrossRef] [PubMed]

44. Martin-Martin, I.; Smith, L.B.; Chagas, A.C.; Sá-Nunes, A.; Shrivastava, G.; Valenzuela-Leon, P.C.; Calvo, E. Aedes albopictus D7
Salivary Protein Prevents Host Hemostasis and Inflammation. Biomolecules 2020, 10, 1372. [CrossRef] [PubMed]

http://doi.org/10.1186/1471-2164-8-6
http://doi.org/10.1016/S0965-1748(02)00047-4
http://doi.org/10.1016/j.ibmb.2006.10.007
http://doi.org/10.1016/j.ibmb.2004.02.008
http://doi.org/10.1073/pnas.96.4.1516
http://www.ncbi.nlm.nih.gov/pubmed/9990055
http://doi.org/10.1080/09537100500460234
http://www.ncbi.nlm.nih.gov/pubmed/16702045
http://doi.org/10.1146/annurev.en.32.010187.002335
http://www.ncbi.nlm.nih.gov/pubmed/2880553
http://doi.org/10.1006/expr.1995.1114
http://doi.org/10.1046/j.1365-2915.2000.00227.x
http://doi.org/10.1016/S0965-1748(02)00078-4
http://doi.org/10.1172/JCI8253
http://doi.org/10.1242/jeb.02267
http://doi.org/10.1016/0965-1748(94)00103-O
http://doi.org/10.1073/pnas.91.1.138
http://doi.org/10.1046/j.1365-2583.1999.00141.x
http://doi.org/10.1016/j.celrep.2022.110648
http://doi.org/10.1242/jeb.179.1.273
http://doi.org/10.1242/jeb.202.7.809
http://doi.org/10.1006/expr.1995.1123
http://doi.org/10.1074/jbc.273.33.20802
http://doi.org/10.1073/pnas.1211614109
http://doi.org/10.1016/j.isci.2019.10.056
http://doi.org/10.1016/0166-6851(91)90010-4
http://doi.org/10.1046/j.1365-2583.2002.00319.x
http://doi.org/10.1074/jbc.M510359200
http://www.ncbi.nlm.nih.gov/pubmed/16301315
http://doi.org/10.1038/s41467-020-16665-z
http://www.ncbi.nlm.nih.gov/pubmed/32518308
http://doi.org/10.3390/biom10101372
http://www.ncbi.nlm.nih.gov/pubmed/32992542


Pathogens 2023, 12, 371 13 of 16

45. Isawa, H.; Yuda, M.; Orito, Y.; Chinzei, Y. A Mosquito Salivary Protein Inhibits Activation of the Plasma Contact System by
Binding to Factor XII and High Molecular Weight Kininogen*. J. Biol. Chem. 2002, 277, 27651–27658. [CrossRef]

46. Isawa, H.; Orito, Y.; Iwanaga, S.; Jingushi, N.; Morita, A.; Chinzei, Y.; Yuda, M. Identification and characterization of a new
kallikrein-kinin system inhibitor from the salivary glands of the malaria vector mosquito Anopheles stephensi. Insect Biochem.
Mol. Biol. 2007, 37, 466–477. [CrossRef]

47. Calvo, E.; Tokumasu, F.; Marinotti, O.; Villeval, J.-L.; Ribeiro, J.M.C.; Francischetti, I.M.B. Aegyptin, a Novel Mosquito Salivary
Gland Protein, Specifically Binds to Collagen and Prevents Its Interaction with Platelet Glycoprotein VI, Integrin α2β1, and von
Willebrand Factor *. J. Biol. Chem. 2007, 282, 26928–26938. [CrossRef]

48. Calvo, E.; Tokumasu, F.; Mizurini, D.M.; McPhie, P.; Narum, D.L.; Ribeiro, J.M.C.; Monteiro, R.Q.; Francischetti, I.M.B. Aegyptin
displays high-affinity for the von Willebrand factor binding site (RGQOGVMGF) in collagen and inhibits carotid thrombus
formation in vivo. FEBS J. 2010, 277, 413–427. [CrossRef]

49. Yoshida, S.; Sudo, T.; Niimi, M.; Tao, L.; Sun, B.; Kambayashi, J.; Watanabe, H.; Luo, E.; Matsuoka, H. Inhibition of collagen-
induced platelet aggregation by anopheline antiplatelet protein, a saliva protein from a malaria vector mosquito. Blood 2008, 111,
2007–2014. [CrossRef]

50. Chagas, A.C.; Ramirez, J.L.; Jasinskiene, N.; James, A.A.; Ribeiro, J.M.; Marinotti, O.; Calvo, E. Collagen-binding protein, Aegyptin,
regulates probing time and blood feeding success in the dengue vector mosquito, Aedes aegypti. Proc. Natl. Acad. Sci. USA 2014,
111, 6946–6951. [CrossRef]

51. Islam, A.; Emran, T.B.; Yamamoto, D.S.; Iyori, M.; Amelia, F.; Yusuf, Y.; Yamaguchi, R.; Alam, M.S.; Silveira, H.; Yoshida, S.
Anopheline antiplatelet protein from mosquito saliva regulates blood feeding behavior. Sci. Rep. 2019, 9, 3129. [CrossRef]

52. Le Coupanec, A.; Babin, D.; Fiette, L.; Jouvion, G.; Ave, P.; Misse, D.; Bouloy, M.; Choumet, V. Aedes mosquito saliva modulates
Rift Valley fever virus pathogenicity. PLoS Negl. Trop. Dis. 2013, 7, e2237. [CrossRef]

53. Conway, M.J.; Watson, A.M.; Colpitts, T.M.; Dragovic, S.M.; Li, Z.; Wang, P.; Feitosa, F.; Shepherd, D.T.; Ryman, K.D.; Klimstra,
W.B.; et al. Mosquito saliva serine protease enhances dissemination of dengue virus into the mammalian host. J. Virol. 2014, 88,
164–175. [CrossRef]

54. Cox, J.; Mota, J.; Sukupolvi-Petty, S.; Diamond, M.S.; Rico-Hesse, R. Mosquito bite delivery of dengue virus enhances immuno-
genicity and pathogenesis in humanized mice. J. Virol. 2012, 86, 7637–7649. [CrossRef]

55. Moser, L.A.; Lim, P.Y.; Styer, L.M.; Kramer, L.D.; Bernard, K.A. Parameters of Mosquito-Enhanced West Nile Virus Infection.
J. Virol. 2016, 90, 292–299. [CrossRef]

56. Pingen, M.; Bryden, S.R.; Pondeville, E.; Schnettler, E.; Kohl, A.; Merits, A.; Fazakerley, J.K.; Graham, G.J.; McKimmie, C.S. Host
Inflammatory Response to Mosquito Bites Enhances the Severity of Arbovirus Infection. Immunity 2016, 44, 1455–1469. [CrossRef]

57. Schmid, M.A.; Glasner, D.R.; Shah, S.; Michlmayr, D.; Kramer, L.D.; Harris, E. Mosquito Saliva Increases Endothelial Permeability
in the Skin, Immune Cell Migration, and Dengue Pathogenesis during Antibody-Dependent Enhancement. PLoS Pathog. 2016, 12,
e1005676. [CrossRef]

58. Uraki, R.; Hastings, A.K.; Marin-Lopez, A.; Sumida, T.; Takahashi, T.; Grover, J.R.; Iwasaki, A.; Hafler, D.A.; Montgomery, R.R.;
Fikrig, E. Aedes aegypti AgBR1 antibodies modulate early Zika virus infection of mice. Nat. Microbiol. 2019, 4, 948–955. [CrossRef]

59. Hastings, A.K.; Uraki, R.; Gaitsch, H.; Dhaliwal, K.; Stanley, S.; Sproch, H.; Williamson, E.; MacNeil, T.; Marin-Lopez, A.; Hwang,
J.; et al. Aedes aegypti NeSt1 Protein Enhances Zika Virus Pathogenesis by Activating Neutrophils. J. Virol. 2019, 93, e00395-19.
[CrossRef]

60. Fong, S.W.; Kini, R.M.; Ng, L.F.P. Mosquito Saliva Reshapes Alphavirus Infection and Immunopathogenesis. J. Virol. 2018, 92,
e01004-17. [CrossRef]

61. Lefteri, D.A.; Bryden, S.R.; Pingen, M.; Terry, S.; McCafferty, A.; Beswick, E.F.; Georgiev, G.; Van der Laan, M.; Mastrullo, V.;
Campagnolo, P.; et al. Mosquito saliva enhances virus infection through sialokinin-dependent vascular leakage. Proc. Natl. Acad.
Sci. USA 2022, 119, e2114309119. [CrossRef]

62. Schuijt, T.J.; Coumou, J.; Narasimhan, S.; Dai, J.; Deponte, K.; Wouters, D.; Brouwer, M.; Oei, A.; Roelofs, J.J.; van Dam, A.P.; et al.
A tick mannose-binding lectin inhibitor interferes with the vertebrate complement cascade to enhance transmission of the lyme
disease agent. Cell Host Microbe 2011, 10, 136–146. [CrossRef] [PubMed]

63. Gomes, R.; Oliveira, F. The immune response to sand fly salivary proteins and its influence on leishmania immunity. Front.
Immunol. 2012, 3, 110. [CrossRef] [PubMed]

64. Vogt, M.B.; Lahon, A.; Arya, R.P.; Kneubehl, A.R.; Spencer Clinton, J.L.; Paust, S.; Rico-Hesse, R. Mosquito saliva alone has
profound effects on the human immune system. PLoS Negl. Trop. Dis. 2018, 12, e0006439. [CrossRef] [PubMed]

65. Surasombatpattana, P.; Ekchariyawat, P.; Hamel, R.; Patramool, S.; Thongrungkiat, S.; Denizot, M.; Delaunay, P.; Thomas, F.;
Luplertlop, N.; Yssel, H.; et al. Aedes aegypti saliva contains a prominent 34-kDa protein that strongly enhances dengue virus
replication in human keratinocytes. J. Invest. Dermatol. 2014, 134, 281–284. [CrossRef]

66. Jin, L.; Guo, X.; Shen, C.; Hao, X.; Sun, P.; Li, P.; Xu, T.; Hu, C.; Rose, O.; Zhou, H.; et al. Salivary factor LTRIN from Aedes aegypti
facilitates the transmission of Zika virus by interfering with the lymphotoxin-beta receptor. Nat. Immunol. 2018, 19, 342–353.
[CrossRef]

67. Sun, P.; Nie, K.; Zhu, Y.; Liu, Y.; Wu, P.; Liu, Z.; Du, S.; Fan, H.; Chen, C.H.; Zhang, R.; et al. A mosquito salivary protein promotes
flavivirus transmission by activation of autophagy. Nat. Commun. 2020, 11, 260. [CrossRef]

http://doi.org/10.1074/jbc.M203505200
http://doi.org/10.1016/j.ibmb.2007.02.002
http://doi.org/10.1074/jbc.M705669200
http://doi.org/10.1111/j.1742-4658.2009.07494.x
http://doi.org/10.1182/blood-2007-06-097824
http://doi.org/10.1073/pnas.1404179111
http://doi.org/10.1038/s41598-019-39960-2
http://doi.org/10.1371/journal.pntd.0002237
http://doi.org/10.1128/JVI.02235-13
http://doi.org/10.1128/JVI.00534-12
http://doi.org/10.1128/JVI.02280-15
http://doi.org/10.1016/j.immuni.2016.06.002
http://doi.org/10.1371/journal.ppat.1005676
http://doi.org/10.1038/s41564-019-0385-x
http://doi.org/10.1128/JVI.00395-19
http://doi.org/10.1128/JVI.01004-17
http://doi.org/10.1073/pnas.2114309119
http://doi.org/10.1016/j.chom.2011.06.010
http://www.ncbi.nlm.nih.gov/pubmed/21843870
http://doi.org/10.3389/fimmu.2012.00110
http://www.ncbi.nlm.nih.gov/pubmed/22593758
http://doi.org/10.1371/journal.pntd.0006439
http://www.ncbi.nlm.nih.gov/pubmed/29771921
http://doi.org/10.1038/jid.2013.251
http://doi.org/10.1038/s41590-018-0063-9
http://doi.org/10.1038/s41467-019-14115-z


Pathogens 2023, 12, 371 14 of 16

68. Mallard, F.; Antony, C.; Tenza, D.; Salamero, J.; Goud, B.; Johannes, L. Direct pathway from early/recycling endosomes to the
Golgi apparatus revealed through the study of shiga toxin B-fragment transport. J. Cell Biol. 1998, 143, 973–990. [CrossRef]

69. Wanasen, N.; Nussenzveig, R.H.; Champagne, D.E.; Soong, L.; Higgs, S. Differential modulation of murine host immune response
by salivary gland extracts from the mosquitoes Aedes aegypti and Culex quinquefasciatus. Med. Vet. Entomol. 2004, 18, 191–199.
[CrossRef]

70. Schneider, B.S.; Soong, L.; Coffey, L.L.; Stevenson, H.L.; McGee, C.E.; Higgs, S. Aedes aegypti saliva alters leukocyte recruitment
and cytokine signaling by antigen-presenting cells during West Nile virus infection. PLoS ONE 2010, 5, e11704. [CrossRef]

71. Conway, M.J.; Londono-Renteria, B.; Troupin, A.; Watson, A.M.; Klimstra, W.B.; Fikrig, E.; Colpitts, T.M. Aedes aegypti D7 Saliva
Protein Inhibits Dengue Virus Infection. PLoS Negl. Trop. Dis. 2016, 10, e0004941. [CrossRef]

72. Reagan, K.L.; Machain-Williams, C.; Wang, T.; Blair, C.D. Immunization of mice with recombinant mosquito salivary protein D7
enhances mortality from subsequent West Nile virus infection via mosquito bite. PLoS Negl. Trop. Dis. 2012, 6, e1935. [CrossRef]

73. McCracken, M.K.; Christofferson, R.C.; Grasperge, B.J.; Calvo, E.; Chisenhall, D.M.; Mores, C.N. Aedes aegypti salivary protein
“aegyptin” co-inoculation modulates dengue virus infection in the vertebrate host. Virology 2014, 468–470, 133–139. [CrossRef]

74. Collins, N.D.; Barrett, A.D. Live Attenuated Yellow Fever 17D Vaccine: A Legacy Vaccine Still Controlling Outbreaks In Modern
Day. Curr. Infect. Dis. Rep. 2017, 19, 14. [CrossRef]

75. Yun, S.-I.; Lee, Y.-M. Japanese encephalitis. Hum. Vaccines Immunother. 2014, 10, 263–279. [CrossRef]
76. Satchidanandam, V. Japanese Encephalitis Vaccines. Curr. Treat. Options Infect. Dis. 2020, 12, 375–386. [CrossRef]
77. Thomas, S.J.; Yoon, I.K. A review of Dengvaxia(R): Development to deployment. Hum Vaccin Immunother. 2019, 15, 2295–2314.

[CrossRef]
78. Takeda’s QDENGA®H (Dengue Tetravalent Vaccine [Live, Attenuated]) Approved for Use in European Union. Takeda. 2022.

Available online: https://www.takeda.com/newsroom/newsreleases/2022/takedas-qdenga-dengue-tetravalent-vaccine-live-
attenuated-approved-for-use-in-european-union (accessed on 31 December 2022).

79. Takeda’s QDENGA®H (Dengue Tetravalent Vaccine [Live, Attenuated]) Approved in Indonesia for Use Regardless of Prior
Dengue Exposure. Takeda. 2022. Available online: https://www.takeda.com/newsroom/newsreleases/2022/takedas-qdenga-
dengue-tetravalent-vaccine-live-attenuated-approved-in-indonesia-for-use-regardless-of-prior-dengue-exposure (accessed on
31 December 2022).

80. Thomas, R.E.; Lorenzetti, D.L.; Spragins, W.; Jackson, D.; Williamson, T. Reporting rates of yellow fever vaccine 17D or 17DD-
associated serious adverse events in pharmacovigilance data bases: Systematic review. Curr. Drug Saf. 2011, 6, 145–154.
[CrossRef]

81. Barrett, A.D.; Teuwen, D.E. Yellow fever vaccine-how does it work and why do rare cases of serious adverse events take place?
Curr. Opin. Immunol. 2009, 21, 308–313. [CrossRef]

82. Dengue Vaccine Safety Update. Available online: https://www.who.int/groups/global-advisory-committee-on-vaccine-safety/
topics/dengue-vaccines/safety-update (accessed on 31 December 2022).

83. First FDA-Approved Vaccine for the Prevention of Dengue Disease in Endemic Regions. Available online: https://www.fda.gov/
news-events/press-announcements/first-fda-approved-vaccine-prevention-dengue-disease-endemic-regions (accessed on 31
December 2022).

84. CDC. ZIKV and WNV Cases in the United States. Available online: https://www.cdc.gov/westnile/index.html (accessed on 31
December 2022).

85. Diamond, M.S.; Ledgerwood, J.E.; Pierson, T.C. Zika Virus Vaccine Development: Progress in the Face of New Challenges. Annu.
Rev. Med. 2019, 70, 121–135. [CrossRef]

86. Shan, C.; Xie, X.; Shi, P.Y. Zika Virus Vaccine: Progress and Challenges. Cell Host Microbe 2018, 24, 12–17. [CrossRef]
87. Scherwitzl, I.; Mongkolsapaja, J.; Screaton, G. Recent advances in human flavivirus vaccines. Curr. Opin. Virol. 2017, 23, 95–101.

[CrossRef] [PubMed]
88. Ye, J.; Zhu, B.; Fu, Z.F.; Chen, H.; Cao, S. Immune evasion strategies of flaviviruses. Vaccine 2013, 31, 461–471. [CrossRef]

[PubMed]
89. Guzman, M.G.; Alvarez, M.; Halstead, S.B. Secondary infection as a risk factor for dengue hemorrhagic fever/dengue shock

syndrome: An historical perspective and role of antibody-dependent enhancement of infection. Arch. Virol. 2013, 158, 1445–1459.
[CrossRef] [PubMed]

90. Garg, H.; Yeh, R.; Watts, D.M.; Mehmetoglu-Gurbuz, T.; Resendes, R.; Parsons, B.; Gonzales, F.; Joshi, A. Enhancement of Zika
virus infection by antibodies from West Nile virus seropositive individuals with no history of clinical infection. BMC Immunol.
2021, 22, 5. [CrossRef] [PubMed]

91. Bardina, S.V.; Bunduc, P.; Tripathi, S.; Duehr, J.; Frere, J.J.; Brown, J.A.; Nachbagauer, R.; Foster, G.A.; Krysztof, D.; Tortorella, D.;
et al. Enhancement of Zika virus pathogenesis by preexisting antiflavivirus immunity. Science 2017, 356, 175–180. [CrossRef]

92. Machain-Williams, C.; Reagan, K.; Wang, T.; Zeidner, N.S.; Blair, C.D. Immunization with Culex tarsalis mosquito salivary gland
extract modulates West Nile virus infection and disease in mice. Viral. Immunol. 2013, 26, 84–92. [CrossRef]

93. Marin-Lopez, A.; Wang, Y.; Jiang, J.; Ledizet, M.; Fikrig, E. AgBR1 and NeSt1 antisera protect mice from Aedes aegypti-borne
Zika infection. Vaccine 2021, 39, 1675–1679. [CrossRef]

94. Wang, Y.; Marin-Lopez, A.; Jiang, J.; Ledizet, M.; Fikrig, E. Vaccination with Aedes aegypti AgBR1 Delays Lethal Mosquito-Borne
Zika Virus Infection in Mice. Vaccines 2020, 8, 145. [CrossRef]

http://doi.org/10.1083/jcb.143.4.973
http://doi.org/10.1111/j.1365-2915.2004.00498.x
http://doi.org/10.1371/journal.pone.0011704
http://doi.org/10.1371/journal.pntd.0004941
http://doi.org/10.1371/journal.pntd.0001935
http://doi.org/10.1016/j.virol.2014.07.019
http://doi.org/10.1007/s11908-017-0566-9
http://doi.org/10.4161/hv.26902
http://doi.org/10.1007/s40506-020-00242-5
http://doi.org/10.1080/21645515.2019.1658503
https://www.takeda.com/newsroom/newsreleases/2022/takedas-qdenga-dengue-tetravalent-vaccine-live-attenuated-approved-for-use-in-european-union
https://www.takeda.com/newsroom/newsreleases/2022/takedas-qdenga-dengue-tetravalent-vaccine-live-attenuated-approved-for-use-in-european-union
https://www.takeda.com/newsroom/newsreleases/2022/takedas-qdenga-dengue-tetravalent-vaccine-live-attenuated-approved-in-indonesia-for-use-regardless-of-prior-dengue-exposure
https://www.takeda.com/newsroom/newsreleases/2022/takedas-qdenga-dengue-tetravalent-vaccine-live-attenuated-approved-in-indonesia-for-use-regardless-of-prior-dengue-exposure
http://doi.org/10.2174/157488611797579258
http://doi.org/10.1016/j.coi.2009.05.018
https://www.who.int/groups/global-advisory-committee-on-vaccine-safety/topics/dengue-vaccines/safety-update
https://www.who.int/groups/global-advisory-committee-on-vaccine-safety/topics/dengue-vaccines/safety-update
https://www.fda.gov/news-events/press-announcements/first-fda-approved-vaccine-prevention-dengue-disease-endemic-regions
https://www.fda.gov/news-events/press-announcements/first-fda-approved-vaccine-prevention-dengue-disease-endemic-regions
https://www.cdc.gov/westnile/index.html
http://doi.org/10.1146/annurev-med-040717-051127
http://doi.org/10.1016/j.chom.2018.05.021
http://doi.org/10.1016/j.coviro.2017.04.002
http://www.ncbi.nlm.nih.gov/pubmed/28486135
http://doi.org/10.1016/j.vaccine.2012.11.015
http://www.ncbi.nlm.nih.gov/pubmed/23153447
http://doi.org/10.1007/s00705-013-1645-3
http://www.ncbi.nlm.nih.gov/pubmed/23471635
http://doi.org/10.1186/s12865-020-00389-2
http://www.ncbi.nlm.nih.gov/pubmed/33421988
http://doi.org/10.1126/science.aal4365
http://doi.org/10.1089/vim.2012.0051
http://doi.org/10.1016/j.vaccine.2021.01.072
http://doi.org/10.3390/vaccines8020145


Pathogens 2023, 12, 371 15 of 16

95. Uraki, R.; Hastings, A.K.; Brackney, D.E.; Armstrong, P.M.; Fikrig, E. AgBR1 antibodies delay lethal Aedes aegypti-borne West
Nile virus infection in mice. NPJ Vaccines 2019, 4, 23. [CrossRef]

96. Londono-Renteria, B.; Troupin, A.; Colpitts, T.M. Arbovirosis and potential transmission blocking vaccines. Parasit Vectors 2016, 9,
516. [CrossRef]

97. Troupin, A.; Grippin, C.; Colpitts, T.M. Flavivirus Pathogenesis in the Mosquito Transmission Vector. Curr. Clin. Microbiol. Rep.
2017, 4, 115–123. [CrossRef]

98. Londono-Renteria, B.; Troupin, A.; Conway, M.J.; Vesely, D.; Ledizet, M.; Roundy, C.M.; Cloherty, E.; Jameson, S.; Vanlandingham,
D.; Higgs, S.; et al. Dengue Virus Infection of Aedes aegypti Requires a Putative Cysteine Rich Venom Protein. PLoS Pathog. 2015,
11, e1005202. [CrossRef]

99. Sri-In, C.; Weng, S.C.; Chen, W.Y.; Wu-Hsieh, B.A.; Tu, W.C.; Shiao, S.H. A salivary protein of Aedes aegypti promotes dengue-2
virus replication and transmission. Insect. Biochem. Mol Biol. 2019, 111, 103181. [CrossRef]

100. Manning, J.E.; Oliveira, F.; Coutinho-Abreu, I.V.; Herbert, S.; Meneses, C.; Kamhawi, S.; Baus, H.A.; Han, A.; Czajkowski, L.;
Rosas, L.A.; et al. Safety and immunogenicity of a mosquito saliva peptide-based vaccine: A randomised, placebo-controlled,
double-blind, phase 1 trial. Lancet 2020, 395, 1998–2007. [CrossRef]

101. Friedman-Klabanoff, D.J.; Birkhold, M.; Short, M.T.; Wilson, T.R.; Meneses, C.R.; Lacsina, J.R.; Oliveira, F.; Kamhawi, S.;
Valenzuela, J.G.; Hunsberger, S.; et al. Safety and immunogenicity of AGS-v PLUS, a mosquito saliva peptide vaccine against
arboviral diseases: A randomized, double-blind, placebo-controlled Phase 1 trial. EBioMedicine 2022, 86, 104375. [CrossRef]

102. National Center for Emerging and Zoonotic Infectious Diseases (NCEZID), Division of Vector-Borne Diseases (DVBD): Centers
for Disease Control and Prevention. 2022. Available online: https://www.cdc.gov/ncezid/dvbd/index.html (accessed on 2
November 2022).

103. Sagna, A.B.; Yobo, M.C.; Elanga Ndille, E.; Remoue, F. New Immuno-Epidemiological Biomarker of Human Exposure to Aedes
Vector Bites: From Concept to Applications. Trop. Med. Infect. Dis. 2018, 3, 80. [CrossRef]

104. Wasinpiyamongkol, L.; Patramool, S.; Luplertlop, N.; Surasombatpattana, P.; Doucoure, S.; Mouchet, F.; Seveno, M.; Remoue, F.;
Demettre, E.; Brizard, J.P.; et al. Blood-feeding and immunogenic Aedes aegypti saliva proteins. Proteomics 2010, 10, 1906–1916.
[CrossRef]

105. Doucoure, S.; Mouchet, F.; Cournil, A.; Le Goff, G.; Cornelie, S.; Roca, Y.; Giraldez, M.G.; Simon, Z.B.; Loayza, R.; Misse, D.; et al.
Human antibody response to Aedes aegypti saliva in an urban population in Bolivia: A new biomarker of exposure to Dengue
vector bites. Am. J. Trop. Med. Hyg. 2012, 87, 504–510. [CrossRef]

106. Machain-Williams, C.; Mammen, M.P.; Zeidner, N.S., Jr.; Beaty, B.J.; Prenni, J.E.; Nisalak, A.; Blair, C.D. Association of human
immune response to Aedes aegypti salivary proteins with dengue disease severity. Parasite Immunol. 2012, 34, 15–22. [CrossRef]

107. Manning, J.E.; Chea, S.; Parker, D.M.; Bohl, J.A.; Lay, S.; Mateja, A.; Man, S.; Nhek, S.; Ponce, A.; Sreng, S.; et al. Development of
Inapparent Dengue Associated With Increased Antibody Levels to Aedes aegypti Salivary Proteins: A Longitudinal Dengue
Cohort in Cambodia. J. Infect. Dis. 2022, 226, 1327–1337. [CrossRef]

108. Buezo Montero, S.; Gabrieli, P.; Severini, F.; Picci, L.; Di Luca, M.; Forneris, F.; Facchinelli, L.; Ponzi, M.; Lombardo, F.; Arca, B.
Analysis in a murine model points to IgG responses against the 34k2 salivary proteins from Aedes albopictus and Aedes aegypti
as novel promising candidate markers of host exposure to Aedes mosquitoes. PLoS Negl. Trop. Dis. 2019, 13, e0007806. [CrossRef]
[PubMed]

109. Fustec, B.; Phanitchat, T.; Aromseree, S.; Pientong, C.; Thaewnongiew, K.; Ekalaksananan, T.; Cerqueira, D.; Poinsignon, A.;
Elguero, E.; Bangs, M.J.; et al. Serological biomarker for assessing human exposure to Aedes mosquito bites during a randomized
vector control intervention trial in northeastern Thailand. PLoS Negl. Trop. Dis. 2021, 15, e0009440. [CrossRef] [PubMed]

110. Buezo Montero, S.; Gabrieli, P.; Poinsignon, A.; Zamble, B.Z.H.; Lombardo, F.; Remoue, F.; Arca, B. Human IgG responses to the
Aedes albopictus 34k2 salivary protein: Analyses in Reunion Island and Bolivia confirm its suitability as marker of host exposure
to the tiger mosquito. Parasit Vectors 2022, 15, 260. [CrossRef] [PubMed]

111. Olajiga, O.M.; Marin-Lopez, A.; Cardenas, J.C.; Gutierrez-Silva, L.Y.; Gonzales-Pabon, M.U.; Maldonado-Ruiz, L.P.; Worges, M.;
Fikrig, E.; Park, Y.; Londono-Renteria, B. Aedes aegypti anti-salivary proteins IgG levels in a cohort of DENV-like symptoms
subjects from a dengue-endemic region in Colombia. Front. Epidemiol. 2022, 2. [CrossRef]

112. Londono-Renteria, B.L.; Shakeri, H.; Rozo-Lopez, P.; Conway, M.J.; Duggan, N.; Jaberi-Douraki, M.; Colpitts, T.M. Serosurvey of
Human Antibodies Recognizing Aedes aegypti D7 Salivary Proteins in Colombia. Front. Public Health 2018, 6, 111. [CrossRef]

113. Brosseau, L.; Drame, P.M.; Besnard, P.; Toto, J.C.; Foumane, V.; Le Mire, J.; Mouchet, F.; Remoue, F.; Allan, R.; Fortes, F.; et al.
Human antibody response to Anopheles saliva for comparing the efficacy of three malaria vector control methods in Balombo,
Angola. PLoS ONE 2012, 7, e44189. [CrossRef]

114. Noukpo, M.H.; Damien, G.B.; Elanga-N’Dille, E.; Sagna, A.B.; Drame, P.M.; Chaffa, E.; Boussari, O.; Corbel, V.; Akogbeto,
M.; Remoue, F. Operational Assessment of Long-Lasting Insecticidal Nets by Using an Anopheles Salivary Biomarker of
Human-Vector Contact. Am. J. Trop. Med. Hyg. 2016, 95, 1376–1382. [CrossRef]

115. Pollard, E.J.M.; Patterson, C.; Russell, T.L.; Apairamo, A.; Oscar, J.; Arca, B.; Drakeley, C.; Burkot, T.R. Human exposure to
Anopheles farauti bites in the Solomon Islands is not associated with IgG antibody response to the gSG6 salivary protein of
Anopheles gambiae. Malar. J. 2019, 18, 334. [CrossRef]

http://doi.org/10.1038/s41541-019-0120-x
http://doi.org/10.1186/s13071-016-1802-0
http://doi.org/10.1007/s40588-017-0066-6
http://doi.org/10.1371/journal.ppat.1005202
http://doi.org/10.1016/j.ibmb.2019.103181
http://doi.org/10.1016/S0140-6736(20)31048-5
http://doi.org/10.1016/j.ebiom.2022.104375
https://www.cdc.gov/ncezid/dvbd/index.html
http://doi.org/10.3390/tropicalmed3030080
http://doi.org/10.1002/pmic.200900626
http://doi.org/10.4269/ajtmh.2012.11-0477
http://doi.org/10.1111/j.1365-3024.2011.01339.x
http://doi.org/10.1093/infdis/jiab541
http://doi.org/10.1371/journal.pntd.0007806
http://www.ncbi.nlm.nih.gov/pubmed/31618201
http://doi.org/10.1371/journal.pntd.0009440
http://www.ncbi.nlm.nih.gov/pubmed/34043621
http://doi.org/10.1186/s13071-022-05383-8
http://www.ncbi.nlm.nih.gov/pubmed/35858924
http://doi.org/10.3389/fepid.2022.1002857
http://doi.org/10.3389/fpubh.2018.00111
http://doi.org/10.1371/journal.pone.0044189
http://doi.org/10.4269/ajtmh.15-0541
http://doi.org/10.1186/s12936-019-2975-8


Pathogens 2023, 12, 371 16 of 16

116. Rizzo, C.; Lombardo, F.; Ronca, R.; Mangano, V.; Sirima, S.B.; Nebie, I.; Fiorentino, G.; Modiano, D.; Arca, B. Differential antibody
response to the Anopheles gambiae gSG6 and cE5 salivary proteins in individuals naturally exposed to bites of malaria vectors.
Parasit Vectors 2014, 7, 549. [CrossRef]

117. Ali, Z.M.; Bakli, M.; Fontaine, A.; Bakkali, N.; Vu Hai, V.; Audebert, S.; Boublik, Y.; Pages, F.; Remoue, F.; Rogier, C.; et al.
Assessment of Anopheles salivary antigens as individual exposure biomarkers to species-specific malaria vector bites. Malar. J.
2012, 11, 439. [CrossRef]

118. Londono-Renteria, B.; Drame, P.M.; Montiel, J.; Vasquez, A.M.; Tobon-Castano, A.; Taylor, M.; Vizcaino, L.; Lenhart, A.A.E.
Identification and Pilot Evaluation of Salivary Peptides from Anopheles albimanus as Biomarkers for Bite Exposure and Malaria
Infection in Colombia. Int. J. Mol. Sci. 2020, 21, 691. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1186/s13071-014-0549-8
http://doi.org/10.1186/1475-2875-11-439
http://doi.org/10.3390/ijms21030691

	Emerging Arboviruses, an Increased Concern for Public Health 
	Salivary Proteins Facilitate Mosquito Blood Feeding 
	Mosquito Salivary Proteins Can Alter the Course of Arbovirus Dissemination and Transmission 
	The Use of Salivary Proteins as Vector-Based Vaccines: Benefits and Potential Pitfalls 
	Immune Responses to Saliva Proteins as Biomarkers of Exposure 
	Conclusions and Future Challenges 
	References

