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In the last decades, a number of infectious viruses have emerged from wildlife or re-

emerged, generating serious threats to the global health and to the economy worldwide.

Ebola and Marburg hemorrhagic fevers, Lassa fever, Dengue fever, Yellow fever, West

Nile fever, Zika, and Chikungunya vector-borne diseases, Swine flu, Severe acute

respiratory syndrome (SARS), Middle East respiratory syndrome (MERS), and the recent

Coronavirus disease 2019 (COVID-19) are examples of zoonoses that have spread

throughout the globe with such a significant impact on public health that the scientific

community has been called for a rapid intervention in preventing and treating emerging

infections. Vaccination is probably the most effective tool in helping the immune system

to activate protective responses against pathogens, reducing morbidity and mortality, as

proven by historical records. Under health emergency conditions, new and alternative

approaches in vaccine design and development are imperative for a rapid and massive

vaccination coverage, to manage a disease outbreak and curtail the epidemic spread.

This review gives an update on the current vaccination strategies for some of the

emerging/re-emerging viruses, and discusses challenges and hurdles to overcome for

developing efficacious vaccines against future pathogens.

Keywords: vaccines, emerging infectious diseases, viruses, epidemics, pandemics, antibody-dependent

enhancement, SARS-CoV-2, COVID-19

INTRODUCTION

Since the start of this century, a certain number of new or neglected pathogens have emerged
from wildlife reservoirs and spilt over into human populations, causing severe diseases (1–3).
Factors such as urbanization, globalization, travels, international commerce, aging, and climate
changes have contributed to favor emergence, spread, and transmission of pathogens. Contacts
among humans and potential zoonotic reservoirs are increasing, the number of travelers and their
movements is growing, the aged population are more susceptible to infections, and the geographic
distribution of pathogens within a previous endemic zone is changing (4, 5).

During the last decades, the global community faced several outbreaks of emerging and re-
emerging infectious diseases, with high threats to the health security, biodefense, and economy
worldwide (6, 7). The occurrence of significant disease outbreaks—such as SARS (severe acute
respiratory syndrome) originating in China in 2002 (8), the 2009 H1N1 swine flu pandemic from
Mexico (9), MERS (Middle East respiratory syndrome) that occurred in Saudi Arabia in 2012 (10),
the West African outbreak of Ebola virus (EBOV) in late 2013 (11), the Zika virus (ZIKV) outbreak
originating in Brazil in 2015 (12), the 2018 health emergence in Nigeria caused by Lassa virus (13),
and the ongoing Coronavirus disease 2019 (COVID-19) pandemic (14)—has renewed interests in
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developing strategies to faster prevent, treat, and/or control
emerging and re-emerging viruses with high epidemic potential.
Usually, there is little or no knowledge about identity,
epidemiology, and pathogenesis of a new infectious agent
appearing for a first time in a certain geographic area (as in case
of novel coronaviruses or new influenza variants), as well as the
potential to spread out from the zoonotic reservoir, making hard
to predict if, where, and when a disease outbreak will occur. The
World Health Organization (WHO) and the National Institutes
for Allergy and Infectious Diseases (NIAID) published a list of
pathogens to be prioritized for research and development, given
their epidemic potential. This non-exhaustive list comprises
viruses, bacteria, protozoa, and fungi, causing diseases for which
efficient countermeasures do not actually exist, or require new
therapeutics (15, 16).

As proven by historical records, vaccination has played a
pivotal role in reducingmorbidity andmortality from devastating
infectious diseases, successfully leading to disease eradication
(i.e., smallpox), and generally decreasing infectious disease
burdens. Even in presence of therapeutic options, vaccines are
the valuable means to prevent infections and overall represent
the much wanted achievement. However, even with worldwide
efforts, getting a vaccine to the public takes time, and side effects,
dosing issues, and manufacturing problems can all cause delays.
Thus, we have to use this time with great concern. Generally
speaking, in case of newly emergent diseases, conventional
strategies might raise some issues. The unpredictable identity of
largely unknown emerging pathogens, the lack of appropriate
experimental animal models, and the time and costs for
faster developing, producing, licensing, and globally distributing
effective vaccine candidates are some of the major challenges
to overcome in case of pandemic threats. Hence, new and/or
alternative approaches in vaccine design and development are
required to rapidly face outbreak situations (17).

This review will discuss the current vaccination strategies
for some of the emerging and re-emerging viruses, as well
as the approaches that might be suitable in face of global
pandemic threats.

EMERGING AND RE-EMERGING VIRAL
INFECTIOUS DISEASES

Emerging and re-emerging pathogens represent a constant
epidemic threat to humanity not only for the public health
consequences but also for the economic, social, and political
effects they may globally provoke. Therefore, a major public
awareness and preparedness would be fundamental in fighting
emerging infectious diseases. The terms “emerging and re-
emerging infectious diseases” mainly refer to two major
categories of infectious diseases: newly emergent infections,
caused by novel pathogens; and re-emerging infectious diseases,
caused by microbes reappearing after previous control, and/or
eradication (1). Almost 60% of emerging infectious diseases are
zoonoses, with the great majority of them originating in wildlife,
and the number is constantly increasing. Climate changes have
been related to the emergence of vector-borne diseases in severe

environmental conditions, but this is a most debated issue, as
well as the contribution of agricultural practices (18). In addition,
the chances of infectious disease spreading could also include
livestock/wildlife animal markets and consumption of those.
A study where Australia was used as a model of urbanization
has proposed a relation among increasing pandemic threats
and urbanization: it ascribes the increased threat of pandemic
to the high number of major city residents, the exponential
intensification of international air traffic, and the commuter
mobility network (19).

Epidemic Versus Pandemic
Basically, an epidemic is an event that occurs when there is
an increase, often sudden, in the frequency of a disease above
what is normally expected in that population, in that area; while
pandemic (from: παν = all, and δεµoσ = people) refers to an
epidemic that spreads over several countries or continents at the
same time, usually affecting a large number of people (20).

In the last decades, a certain number of viruses came to
light for the first time or reappeared, giving rise to significant
epidemics and pandemics (Figure 1 and Table 1).

Epidemic outbreaks of viral diseases were mostly caused by
flaviviruses generally transmitted by vectors, including West
Nile virus (WNV) (21, 22), ZIKV (23, 24), Yellow Fever virus
(YFV) (25, 26), and Dengue virus (DENV) (27, 28). Vector-borne
diseases, including Chikungunya fever caused by Chikungunya
alphavirus (CHIKV) (27, 29), are extremely difficult to eradicate
because viruses are maintained in nature by propagation among
vectors and hosts, without human–human contact. Moreover,
dry and hot climate conditions seem to foster mosquitoes to bite
humans than animals, increasing the risk of spreading diseases
with a devastating impact (30). Today, most areas of the world
are endemic for at least one flavivirus, with DENV being the most
prevalent, and approximately 50–100 million people are infected
each year. Among viral hemorrhagic fevers, Lassa fever (LF) is
a rodent-borne acute disease caused by Lassa virus (LASV) (31),
endemic in many West African countries, including Nigeria that
experienced a highmortality rate in the 2018 outbreak (32). Ebola
virus disease (EVD) andMarburg virus disease (MVD) are caused
by members of the Filoviridae family, EBOV (33), and Marburg
virus (MARV) (34), respectively. The 2013–2016 Ebola outbreak
in West Africa was the largest since the virus was first discovered
in 1976, with a case fatality rate for Zaire ebolavirus of 75% (35),
while the largest recorded MVD outbreak occurred in Angola in
2004 (36).

Concerning pandemics, flu pandemics were reported three
times during the twentieth century; genome analysis of pandemic
influenza viruses dated 1918 (H1N1), 1957 (H2N2), and 1968
(H3N2) demonstrated that all viral strains fully or partially
originated from non-human reservoirs, and that the ultimate
origin of HA (hemagglutinin) genes are from avian influenza
viruses (37), with the 1918 strain likely being the ancestor of
the subsequent epidemic variants. Hence, the 1918 influenza
pandemic has been called the mother of all pandemics (38).
During the 2009 pandemic, caused by (H1N1)pdm09 virus, it has
been estimated that 0.001–0.007% of the world’s population died
of respiratory complications associated with the viral infection
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FIGURE 1 | Timeline of emerging and re-emerging viral diseases. The year on the timeline is the year of the emergence or re-emergence of the schematically

reported viral epidemic outbreaks within a certain geographic area; the overall given values of CFR (case fatality rate) refer to “the proportion of cases of a specified

condition that are fatal within a specified time,” according to Dictionary of Epidemiology (228). SARS-CoV, severe acute respiratory syndrome coronavirus;

SARS-CoV-2, severe acute respiratory syndrome coronavirus 2; MERS-CoV, Middle East respiratory syndrome coronavirus; MARV, Marburg virus; YFV, Yellow Fever

Virus; and LASV, Lassa virus.

TABLE 1 | Emerging and re-emerging viral diseases.

Disease Virus Family/Genus Reservoir/spill-over hosts Transmission References

West Nile fever (WNF) WNV Flaviviridae Flavivirus Mosquitoes; birds/horses, dogs,

rabbits

Mosquitoes (22)

Zika fever ZIKV Flaviviridae Flavivirus Mosquitoes; NHPs; domestic

animals

Mosquitoes; vertical

transmission

(23)

Yellow Fever (YF) YFV Flaviviridae Flavivirus Mosquitoes; NHPs Mosquitoes (24)

Dengue fever (DF) DENV Flaviviridae Flavivirus Mosquitoes; NHPs Mosquitoes (25)

Chikungunya fever CHIKV Togaviridae Alphavirus Mosquitoes; NHPs Mosquitoes (25)

Lassa fever (LF) LASV Arenaviridae Mammarenavirus Multimammate mouses Rodent-to-human (26)

Ebola virus disease (EVD) EBOV Filoviridae Ebolavirus Fruit bats/NHPs; antelopes Human-to-human (27)

Marburg virus disease (MVD) MARV Filoviridae Marburgvirus Bats/NHPs; humans Human-to-human (28)

Swine flu A(H1N1)pdm09 Orthomyxoviridae Influenzavirus A Pigs Human-to-human (29)

Severe acute respiratory syndrome

(SARS)

SARS-CoV Coronaviridae Coronavirus Bats/palm civets Human-to-human (30)

Middle East respiratory sindrome

(MERS)

MERS-CoV Coronaviridae Coronavirus Bats/dromedary camels Human-to-human (30)

Coronavirus disease 2019

(COVID-19)

SARS-CoV-2 Coronaviridae Coronavirus Bats; likely malayan pangolins Human-to-human (31)

NHPs, non-human primates.
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during the first 12 months, after the first reported case (39). The
age of deceased people was below 65 years in almost 80% of cases,
a peculiarity compared with the seasonal influenza epidemic. The
mortality rates observed in 1968 and 1918 flu were of 0.03% and
1–3% due to H3N2 and H1N1, respectively, and ranging from
2.9 and 9.1% in 2009 (40). The 2009 H1N1 pandemic has been
commonly referred to as swine flu for the swine origin of the
virus, first isolated in Mexico and United States in April 2009.
The viral genome sequencing indicated that the virus contains a
combination of genes never reported in swine or humans before.
It has been demonstrated that the swine has become a reservoir
of H1 viruses with the potential to cause future pandemics (37).
A (H1N1)pdm09 virus monovalent vaccine was produced in late
2009 (41), but the virus has not been eradicated and it continues
to circulate as a seasonal variant, causing hospitalization, and
death (42).

In November 2002, a first case of SARS was reported in
Guangdong (China), and after 7 months, the coronavirus (CoV)
causing the disease, named SARS-CoV, spread in 37 countries,
giving rise to lower respiratory tract infections, with a poor
outcome in 10% of cases (43, 44).

Middle East respiratory syndrome-CoV, the causative agent of
MERS, was isolated in 2012. The coronavirus has caused isolated
MERS outbreaks thereafter, becoming endemic in Arabian
Peninsula, with a case fatality rate of 34.4% (43–45).

On March 11, 2020, WHO has declared the Coronavirus
disease 2019 (COVID-19) outbreak a global pandemic. The
disease is caused by a novel coronavirus, known as SARS-CoV-
2, that shares almost 88% of the genome with that of SARS-
CoV (46, 47). Actually more than 5.9 million (as of August 1,
2020) of people are infected, with an overall case fatality rate of
0.1–15.2% (48).

VACCINE PLATFORMS

In case of global public health emergencies, governmental
and private organizations, vaccine developers, and regulatory
authorities should all massively collaborate in selecting and
funding the most suitable vaccine platform and strategy to
quickly act and curtail disease outbreaks. At the outset of a
disease outbreak, gaps in knowledge of identity, pathogenesis,
epidemiology of the new emerging pathogen, time required
to study the immune responses correlating with the outcome
of the viral infection, and the lack of appropriate preclinical
models susceptible to infection for testing a vaccine candidate
pose several barriers and impediments to expedite vaccine
design and development, and thus to ensure global vaccination
coverage in time.

In the fight against newly emergent viruses, vaccine design
might benefit from a range of platform technologies, including
nucleic acid vaccines, viral-vector vaccines, and recombinant
protein-based vaccines (likely to be administered with adjuvants)
(17, 49). Compared with conventional vaccines, such as live
attenuated and inactivated vaccines, molecular-based platforms
might offer a more versatile tool against new emergent
viruses, allowing a more fast, low-cost, and scalable vaccine

manufacturing. Essentially, these platforms rely on the use of
a system to deliver and present a new antigen (or a synthetic
gene) to rapidly target an emergent pathogen. Theoretically, once
a platform has previously met safety and efficacy requirements
to be moved and advanced into the market, a candidate
vaccine against a new virus might profit from the same
system, production, and purification protocols, only replacing the
disease target antigen (or inserted gene), thus streamlining the
vaccine discovery.

Inactivated and Live Attenuated Vaccines
In inactivated vaccine, the virus is rendered uninfectious using
chemicals, such as formaldehyde or heat. This technology,
conceived in the nineteenth century, is used for few vaccines
still in use (i.e., inactivated polio, whole cell pertussis, and
hepatitis A) (50). Live attenuated vaccines are obtained by passing
the virus through animal or human cells until it picks up
mutations that make it unable to cause the disease (i.e., measles,
mumps, chickenpox, etc.); the attenuated smallpox was used for
the massive vaccination campaign that successfully eradicated
the infection (51), and currently, attenuated influenza viruses
are used as vaccines against the seasonal influenza (52). The
advantages of live attenuated vaccines are the intrinsic adjuvant
properties, the ability to infect cells (Figure 2), and to activate
the innate immune response. Interestingly, a safe SARS-CoV-
2 inactivated vaccine (PiCOVacc) has been recently described
as being able to induce specific neutralizing antibodies (NAbs)
in experimental animal models (53), and a phase III clinical
trial (NCT04456595) will soon assess efficacy and safety of this
candidate in health care professionals (Table 2).

Nucleic Acid Vaccines: mRNA and DNA
Vaccines
Nucleic acid vaccines include either mRNA or plasmid DNA
(pDNA) vaccines (Figure 2).

Two types of mRNA vaccines were developed: conventional
non-replicating mRNA vaccines and self-amplifying vaccines (or
viral replicons). The in vitro enzymatic transcription (IVT) of
a DNA template plasmid, containing the promoter sequence
for the DNA-dependent RNA polymerase, provides a mature
mRNA molecule, with the open reading frame that encodes
the target antigen, the 5′ and 3′ flanking untranslated regions
(UTRs), the 5′ cap, and the terminal poly(A) tail. Self-amplifying
RNA (SAM) vaccines are commonly based on alphavirus
genomes, where genes coding for the structural proteins are
replaced with that encoding the target antigens, while the
RNA replication machinery sequences are conserved, allowing
intracellular antigen-encoding RNA amplification and higher
antigen expression levels than the conventional mRNA vaccines
(17, 54). Once the mRNA vaccine is delivered to the host
cells and reaches the cytoplasm, it is translated in vivo by
the host cellular machinery, providing the corresponding post-
translationally modified antigen (Figure 2), thus mimicking the
in vivo natural infection. mRNA vaccines activate the innate
immune system, triggering host immune sensing receptors, and
successively promoting adaptive immune responses (55). Several
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FIGURE 2 | Platforms for vaccine manufacturing: a graphical overview. Nucleic acid, viral-vector, protein-based, live attenuated and inactivated vaccines are

schematically illustrated. Nucleic acid vaccines: conventional non-replicating mRNA vaccine, containing the target gene sequence, can be encapsulated into a

delivery system to aid its cellular uptake. Once released from endosome into the cytosol, it is translated by the host cellular machinery into the target antigen.

A pDNA carrying a gene target reaches the nucleus to achieve transcription and translation into the cytosol. pDNA can be internalized by somatic cells (i.e.,

myocytes) and then the secreted antigen can be taken up by APCs or naïve B cell, priming immune responses. Viral vectored vaccines: defective viral vector,

carrying a transgene cassette, can be employed as a system to deliver a transgene and allow the expression of the heterologous antigen within the infected cell.

A recombinant replicating viral vector retains the ability to replicate and produce progeny virus particles that can then infect cells, leading to transgene expression

and Ag processing and presentation. Protein-based vaccines: recombinant subunit vaccine or a VLP can be taken up by APCs for MHC presentation and B-cell

recognition through BCR. Virus vaccines: compared with an inactivated virus, a live attenuated virus retains the ability to replicate and infect cells, mimicking the

natural infection. APCs, antigen-presenting cells; MHC, major histocompatibility complex; Ag, antigen; pDNA, plasmid DNA; EP, electroporation; BCR, B-cell

receptor; and VLP, virus-like particle.

technological innovations have allowed to overcome some of the
concerns associated with instability, half-life, inefficient in vivo
delivery, and high innate immunogenicity of mRNA platform
(56). mRNA vaccines do not produce infectious particles and
potentially do not integrate into the host genome, reducing
safety issues, and no anti-vector immunity is elicited. They
can be quickly produced (likely within the time required to
get genomic information from the new emergent virus), saving
time and cutting costs. Thus, the mRNA platform offers a
promising attractive alternative to conventional vaccines, should
a disease outbreak occur.

No RNA vaccine has been yet licensed for humans, but
encouraging results from preclinical and human clinical trials

have shown that mRNA vaccines are able to induce safe and
long-lasting immunity against different infectious viral diseases,
including Zika (57), influenza (58–61), Ebola (61), Dengue
(62), and other viral diseases (17). A SARS-CoV-2 mRNA-
based vaccine entered clinical phases just 2 months after the
identification of the viral genome sequence (NCT04283461), and
a phase III study (NCT04470427) will assess its effectiveness to
prevent COVID-19 (63–65). A clinical study (NCT04449276) is
currently evaluating a similar vaccine in healthy adults (Table 2).

The DNA-based strategy, like the mRNA-based technology,
offers a valuable platform to design and deliver any target
of choice, due to safety profile, stability, ease of gene
manipulation, and large-scale vaccine manufacturing, in short
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TABLE 2 | Current vaccine platforms in clinical trials.

Virus Platform Antigen Vaccine Phase Trial N. Sponsor

WNV Inactivated virus Whole virus HydroVax-001 I NCT02337868 NIAID

Viral vector prM and E in YFV ChimeriVax-WN02 II NCT00442169 Sanofi

pDNA prM and E VRC-WNVDNA017-00-

VP

I NCT00106769 NIAID

ZIKV Inactivated virus Whole virus TAK-426 I NCT03343626 Takeda

ZPIV NCT02937233 NIAID WRAI

ZPIV NCT02963909 NIAID WRAI

Live attenuated

virus

Whole virus rZIKV/D4130-713 I NCT03611946 NIAID

mRNA prM and E mRNA-1893 I NCT04064905 Moderna

mRNA-1325 NCT03014089 Moderna

pDNA prM and E VRC-ZKADNA085-00-

VP

I NCT02840487 NIAID

VRC-ZKADNA090-00-

VP

II NCT03110770 NIAID

Viral vector prM and E in MV MV-ZIKA I NCT02996890 Themis Bioscience

Viral vector M and E in Ad.26 Ad26.ZIKV.001 I NCT03356561 Janssen

DENV Inactivated virus Whole virus TDENV-PIV I/II NCT02421367 GlaxoSmithKline

Live attenuated

virus

Whole virus TDV III NCT02747927 Takeda

Live attenuated

virus

Whole virus TetraVax-DV-TV003 III NCT02406729 Butantan Institute

pDNA prM and E D1ME100 I NCT00290147 U.S. Army

Viral vector prM and E in YFV Dengvaxia III NCT02993757 Sanofi

NCT02948933 Sanofi

CHIKV Live attenuated

virus

Whole virus VLA1553 I NCT03382964 Valneva

mRNA prM and E VAL-181388 I NCT03325075 Moderna

Viral vector NC + E in MV MV-CHIK II NCT02861586 Themis Bioscience

LASV pDNA GPC INO-4500 I NCT03805984 Inovio Pharmaceuticals

Viral vector GP and NP in MV MV-LASV I NCT04055454 Themis Bioscience

MARV pDNA MARV/EBOV-GP VRC-EBODNA023-00-

VP

I NCT00997607 NIAID

Viral vector MARV-GP in

ChAd3

cAd3-Marburg I NCT03475056 NIAID

MARV/EOBV-GP in

MVA

Multifilo + Ad.26

MVA-BN(R)-

Filo + Ad26.ZEBOV

I NCT02891980 NIAID

SARS-CoV Inactivated virus Whole virus SARS-CoV I NCT00533741 NIAID

pDNA S VRC-SRSDNA015-00-

VP

I NCT00099463 NIAID

MERS-CoV pDNA S GLS-5300 I/II NCT03721718 Inovio Pharmaceuticals

Viral vector S in ChAdOx1 ChAdOx1 MERS I NCT03399578 Oxford University

S in MVA MVA-MERS-S I NCT03615911 University

Hamburg-Eppendorf

SARS-CoV-2 Inactivated virus Whole virus SARS-CoV-2 I/II NCT04352608 Sinovac

I/II NCT04383574 Sinovac

III NCT04456595 Sinovac and Butantan

Institute

LNP-mRNA S mRNA-1273 I NCT04283461 Moderna/NIAID

II NCT04405076 Moderna/NIAID

III NCT04470427 Moderna/NIAID

CVnCoV I NCT04449276 CureVac AG

(Continued)
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TABLE 2 | Continued

Virus Platform Antigen Vaccine Phase Trial N. Sponsor

pDNA S INO-4800 I NCT04336410 Inovio Pharmaceuticals

I/II NCT04447781 Inovio Pharmaceuticals

AG0301-COVID19 I/II NCT04463472 AnGes, Inc.

GX-19 I/II NCT04445389 Genexine, Inc.

Viral vector S in Ad5 Ad5-nCoV II NCT04341389 CanSino Biologicals

I NCT04313127 Beijing Institute and CanSino Biologics

S in ChAdOx1 ChAdOx1 nCoV-19 I/II NCT04324606 Oxford University

Subunit RBD-dimer Recombinant new CoV

vaccine (CHO cells)

II NCT04466085 Anhui Zhifei Longcom Biopharmaceutical

S SARS-CoV-2 rS I/II NCT04368988 Novavax

RBD KBP-COVID-19 I/II NCT04473690 Kentucky BioProcessing, Inc.

VLP Coronavirus-Like Particle CoVLP I NCT04450004 Medicago

To retrieve the listed clinical trials, we visited the “https://clinicaltrials.gov” website and used the following keywords: virus name; biological; study phase (selecting the

most advanced study); vaccine platform. prM, pre-membrane; E, envelope; NC, nucleocapsid; GPC, glycoprotein precursor; GP, glycoprotein; S, spike; RBD, receptor

binding domain; MV, Measles virus; MVA, Modified vaccinia Ankara; rVSV, recombinant Vesicular Stomatitis Virus; Ad.26, Adenovirus type 26 vector; ChAd3, Chimpanzee

adenovirus type 3 vector; VLP, virus-like particle; CHO, Chinese Hamster Ovary cells; LNP, lipid nanoparticles; NIAID, National Institute of Allergy and Infectious Diseases;

and WRAI, Walter Reed Army Institute.

time at low costs. Thus, it might be a promising solution
to overcome the hurdles of vaccine clinical development
in the time a given unknown virus starts to spread in
a certain area. A DNA vaccine is essentially based on
a pDNA backbone with an inserted eukaryotic expression
cassette. A pDNA can be used to encode viral antigens,
which can lead to antigen-specific immune responses (66, 67),
on cellular uptake and in vivo long-term gene expression,
potentially providing advantages over mRNA vaccines in terms
of protein coding capacity, and amount and extent of antigen
production. Unlike mRNA, pDNA needs to cross both plasma
and nuclear membranes to enter into a cell target, reach
the nucleus, and achieve transcription (Figure 2). Advances
in pDNA delivery devices (i.e., use of gene gun; in vivo
electroporation, EP), and delivery systems (i.e., encapsulation
in LNPs; adsorption to polymers), have greatly enhanced
molecular stability, delivery efficiency, uptake, and antigen
expression. In addition, the use of optimized pDNA formulations
and encoding molecular adjuvants, to be administered in
prime-boost strategies or simultaneously with other vaccine
platforms, has generally improved the low protective immune-
stimulatory profile of pDNA (67). However, some potential
safety concerns should be considered, including long-term
persistence upon administration, which could eventually lead to
genomic integration events, antibodies against bacteria-derived
plasmids that could potentially trigger autoimmune diseases, and
unwanted side effects due to encoded and co-delivered molecular
adjuvants (17, 67).

Even though no DNA vaccine has been yet licensed for use
in humans (four for veterinary use), this platform has shown
great promise for several emerging viral diseases, including Ebola
and Marburg (68), MERS (69), West Nile (70), Dengue (71),
Chikungunya (72), and other viral diseases (17), and more
recently for COVID-19 (73). Currently, DNA-based vaccine
candidates, encoding the S protein from SARS-CoV-2, have
moved into clinical phase I/II development (63, 65, 74) (Table 2).

Viral-Vector Vaccines
Recombinant viral vector-based platform employs either live
replicating often attenuated or non-replicating viruses as
vector vaccines (Figure 2). Viral vector vaccines represent the
biotechnological evolution of live attenuated and inactivated
vaccines: a viral backbone devoid of the replication machinery
to be used as a shuttle to express in vivo the chosen target
antigen. Several viral backbones have been exploited to generate
viral-vector vaccines. Targeted deletion of replication genes
represents the non-empirical way of virus attenuation, allowing
the generation of a wide array of viral vectors, engineered by
insertion of a transgene cassette.

The modified virus Ankara (MVA) is an attenuated form of
the Vaccinia Virus (VACV), derived frommore than 570 passages
in chick embryo fibroblasts, a method that empirically modifies
the viral genome, without affecting the immunogenicity (75). It is
able to infect multiple cell types but cannot replicate inside the
infected cells, ruling out the safety concerns related to the use
of live vaccines.

One of the drawbacks in the use of a viral vector vaccine is
that multiple immunizations lead to the host response against
the structural viral proteins, limiting the efficacy of vaccination,
as demonstrated in a study based on cellular immune response.
To overcome this limitation, the heterologous prime-boost
regimen has been introduced in several clinical trials, where
two different viral vectors or a pDNA prime-viral vector boost
were tested (76). Risks of integration into the host genome do
potentially exist, as some viral vectors enter to the nucleus of
cells to achieve transcription and replication. A major restrain
in the production of viral vector vaccines is the time-consuming
manufacturing; several attempts to accelerate vaccine production
are in development, like selecting cell lines with higher yield or
choosing the best promoter for transgene expression to reduce
vaccine doses (77).

Among the available viral vectors, the adenoviruses are the
most used in priming the immune response, being able to
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induce humoral and cellular responses (78). A pre-existing
anti-vector immune response jeopardized the vaccine response
in adenoviral-based clinical trials (79). To avoid pre-existing
immunity, adenoviral vectors of non-human origin or rare
serotypes have been used as vaccine platform. The use of
chimpanzee adenoviral vectors proved to be safe and effective
in clinical trials conducted against Ebola (80) and Respiratory
Syncytial Virus (RSV) (81). Vesicular Stomatitis Virus (VSV), a
single-stranded negative sense RNA virus that naturally infects
livestock, represents an attractive safe alternative over other viral
vectors due to low risk of pre-existing immunity, lack of DNA
molecules during replication, and ability of VSV-based vaccines
to induce effective humoral responses (82).

For humans, two viral-vector vaccines are available: Imojev,
a Japanese encephalitic virus (JEV) vaccine; and Dengvaxia, a
Dengue vaccine (both from Sanofi Pasteur). Both are produced
using the chimeric YFV as vector: two of the YFV genes have
been replaced by genes encoding the pre-membrane (prM) and
the envelope (E) protein of JEV or DENV, and the chimeric
viruses are propagated in cell culture (83, 84). Conversely,
several viral vector vaccines have been licensed for veterinary use
because of the less stringent regulatory requirements (76). To
face COVID-19, an Adenovirus type 5 vector expressing SARS-
CoV-2 S protein (Ad5-nCoV) has been advanced into phase II
trial (NCT04341389), while a phase III study (ISRCTN89951424)
is currently investigating the chimpanzee adenoviral vector
(ChAdOx1 nCoV-19), expressing the same protein (63, 65,
74) (Table 2).

Recombinant Protein-Based Vaccines
Recombinant protein-based vaccines consist of immunogenic
proteins from the target pathogen. Once identified, recombinant
proteins can be produced on a large scale, in bioreactors,
using heterologous expression systems, like bacteria, yeast,
plants, insect, or mammalian cell lines, depending on the post-
transcriptional pattern of modification required (85). Vaccines
based on recombinant proteins represent a safe platform because
they do not contain pathogen-derived genetic information,
and the manufacturing does not require manipulation of live
pathogens. They might represent a platform of choice when a fast
response to an epidemic is on demand, as the vaccine production
can start once the genome of the new virus has been sequenced,
even before the virus isolation.

Protein-based vaccines can be obtained producing
recombinant virus subunits (SUVs) that can be administered in
combination with adjuvants to improve the host immune
response against the recombinant viral antigens (86).
Recombinant proteins derived from viral capsid can self-
assemble into virus-like particles (VLPs), high ordered and
repetitive structures devoid of the viral genome. VLPs display
antigenic epitopes in their original conformation in high copy
number, they retain the size and geometrical organization of
the original virus (mainly icosahedral or rod shape), preserving
the viral immunogenicity due to the ability to crosslink B cell
receptor on B cell surface (87), and to be taken up by antigen-
presenting cells (APCs) (88, 89) (Figure 2). Several strategies
have been proposed to improve dendritic cell (DC) uptake,

by expressing targeting molecules such as antibodies directed
against endocytic receptors, and to augment immunogenicity,
through simultaneous delivery of maturation stimuli, like TLR
agonists (90, 91). When not able to self-assemble into a VLP, the
selected antigen can be expressed as chimeric protein: several
VLP platforms are available for the display of heterologous
antigens on the viral coat proteins. Recombinant VLPs from
plant virus, like Tobacco mosaic virus (92), or alpha mosaic
virus (93), are easily produced, competing for speed and cost
of production with VLP platform based on mammalian viruses
(94). The most used VLP platform is the HBcAg-VLP, the core
antigen from hepatitis B virus (HBV) (95). It is also possible to
chemically attach the heterologous antigen to a preformed VLP
by using conjugation methods (96). Although this strategy could
increase the manufacturing costs, it might be suitable when the
expression of recombinant antigens affects the VLP assembly.

To date, VLP-based vaccines that have been licensed for
human use include Cervarix (Merck & Co., Inc.) and Gardasil
(GlaxoSmithKline Biologicals), used in prophylaxis against
human papilloma virus (HPV), formed by the L1 major
viral capsid protein; Engerix-B (GlaxoSmithKline Biologicals)
and Recombivax-HB (Merck & Co., Inc.), consisting of HBV
surface antigen (HBsAg), with a lipoprotein-like structure; and
Flucelvax (Flucelvax Tetra in EU and Flucelvax Quadrivalent
in United States), consisting of surface antigens from four
influenza strains, recommended for individuals at high risk.
A recombinant hepatitis E virus (HEV) vaccine, named Hecolin
HEV 239 (Xiamen Innovax Biotech Co., Ltd.), containing the
capsid protein from genotype 1 Chinese viral strain, has been
licensed for use in China.

Currently, several recombinant protein-based vaccines against
SARS-CoV-2 are under preclinical and clinical evaluation (64,
74) (Table 2). It is worth mentioning that Kim and colleagues
designed and developed a SARS-CoV-2 subunit vaccine within
4 weeks of the identification of SARS-CoV-2 S protein N-terminal
domain S1 sequence. Delivery of recombinant subunit vaccines
by microneedle array resulted in potent antibody response in
mice (97), and vaccinationwith a SARS-CoV-2 Spike S1-Fc fusion
protein induced antibody responses in small animal models and
NAbs in monkeys (98).

VACCINES FOR VIRAL INFECTIOUS
DISEASES: STATE OF ART

In Table 2 are listed the vaccine candidates that currently moved
into clinical trials for preventing the viral infectious diseases
discussed in the following section.

WNV
West Nile virus includes five lineages; among them, lineage 1 was
classified as the most virulent, while lineage 2 is considered more
attenuated. However, during a serious outbreak in Hungary in
2008, the sequencing of lineage 2 showed some genetic mutations
that demonstrated the increased virulence of this strain and
its explosion throughout the central Europe (99, 100), causing
renewed interest in the development of a vaccine against WNV.
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20 years after the epidemic that hit the United States, no WNV
vaccine has been yet released for human use, while four vaccine
formulations are on the market for veterinary use, three based
on the whole inactivated virus (WN Innovator, Vetera WNV,
and Prestige WNV), and one on recombinant vaccine expressing
WNV prM/E into a canarypox backbone (Recombitek Equine
WNV) (101, 102). These vaccines completely protect horses
from viral infection but require subsequent administrations and
several booster doses overtime.

For the development of a vaccine for humans, many different
platforms were used in preclinical studies, and many of them
entered into phase I/II trials, including hydrogen peroxide–
inactivated whole virus (HydroVax) vaccine (NCT02337868)
(103), a recombinant truncated form of WNV E protein
(104), recombinant chimeric live attenuated viral vectors,
employing YFV (105), or MVA (106) delivering WNV prM/E
proteins (NCT00442169), pDNA vaccines encoding prM/E
(NCT00106769) (70, 107). All the Envelope-based vaccines
induced NAbs against both WNV lineages 1 and 2, but
some candidates are unable to generate long-lasting antibody
responses, requiring multiple administrations (103, 108, 109).
Thus, further improvements are needed for the development of
next-generation vaccines (110). Recently, a WNV replication-
deficient vaccine candidate with a deletion of the non-structural
protein NS1 has been shown to protect mice from a highly lethal
viral challenge, after a single dose, without adverse effects (111).

ZIKV
During the 2015 outbreak in Brazil, an abnormal microcephaly
number and other birth defects in newborns were reported (112).
For this reason, vaccination of pregnant and of reproductive-
age women became an urgency. Shan and colleagues developed a
candidate vaccine, using a live attenuated viral strain containing
a deletion in the 3′ region of the virus genome. This vaccine
induced strong and protective antibody response, after a single
injection in mice and macaques, and reduced viral RNA in
placental and fetal tissues in infected mice (113). The immunized
mice also developed a robust T-cell response (114). Although
promising, this attenuated virus-based formulation does notmeet
the safety standards required to be used to vaccinate pregnant
women, whose prophylaxis requires a vaccine that fulfill higher
safety standards.

A number of different replication-deficient viral vectors have
been recently developed and are currently under evaluation.
Immunization of mice with a vaccine based on MVA delivering
the ZIKV prM and the E structural proteins (MVA-ZIKV) elicited
NAbs and potent ZIKV-specific CD8+ T-cell responses, mainly
with an effector memory phenotype (115). A rhesus adenovirus
serotype 52 vector (RhAd52), expressing ZIKV prM and E
proteins, induced high titer of ZIKV-specific antibodies after the
first prime, offering complete protection against subcutaneous
ZIKV challenge, in mice (116), and rhesus monkeys (117). These
adenoviral-based vaccines induced antibodies that were also
maternally transmitted (118). In addition, Abbink et al. using
the rhesus macaque model demonstrated that a complete anti-
ZIKV immunity can only be achieved through vaccination with a
combination of different vaccine platforms (117). ZIKV vaccine

candidates currently in phase I clinical trials include inactivated
and live attenuated vaccines, mRNA and pDNA vaccines, and
recombinant viral-vectored vaccines, mainly targeting the prM
and E proteins (119). A DNA-based vaccine encoding the prM
signal sequence from JEV and ZIKV E proteins moved into
phase II (NCT03110770), showing immunogenicity and safety in
humans (120).

YFV
A protective and efficacious vaccine against YFV is currently
available. To date, the main type of YF vaccine produced
on a large scale is based on the live attenuated 17D virus
vaccine. This vaccine is obtained after numerous passages of
Asibi virus strain in mouse and chicken embryo that generate
a strain with accumulated mutations in the envelope protein.
These mutations affect the virus binding to the host receptor,
reducing its neurotropism and vicerotropism, and mosquito
transmissibility (121). Because the vaccine is produced in chicken
embryo, there are issues related to manufacturing costs and
vaccine availability. The interruption of vaccination coverage
against YF in endemic countries has caused major outbreaks in
Africa and South America in 2015 and 2016, which exhausted
the 17D vaccine stockpiles leading to the use of an emergency
“fractional dose” campaign in the Democratic Republic of Congo
(122). Thus, the fluctuating demand for doses during outbreaks
makes the accessibility to the vaccine still a problem to be solved.

DENV
The need for a vaccine against DENV has become an urgency
only in recent decades. Dengue fever is caused by four distinct
virus serotypes, DENV1–4, able to circulate simultaneously
in endemic areas, making extremely difficult the development
of a broad protective vaccine. Recently, the Food and Drug
Administration approved the first Dengue vaccine by Sanofi-
Pasteur, named CYD-TDV or Dengvaxia (123, 124), a tetravalent
live attenuated virus vaccine on YFV backbone, whose release has
generated controversy due to evidence that the administration
can increase the risk of a more severe form of the illness in
people with a pre-existing immunity toward other DENV strains
(125, 126). For this reason, the use of Dengvaxia is strictly
limited, depending on age (between 9 and 16) and serostatus
of recipients to vaccinate (exclusively individuals who had a
previous DENV infection), generating concerns about its cost–
benefit balance. Studies for the development of a safer vaccine
are still ongoing, and candidate vaccines include a tetravalent
Dengue purified inactivated virus vaccine, currently in phase I/II
clinical trial (NCT02421367), and two live attenuated tetravalent
chimeric TDV (DENVax), and TVD 003/005 (TetraVax-DV)
vaccines, currently in phase III clinical trials (NCT02747927;
NCT02406729) (127).

CHIKV
No vaccine is actually available to prevent CHIKV infection.
Among the candidates in ongoing studies, two of them achieved
and completed phase I or II trials: VLA1553 and MV-CHIK
vaccines. VLA1553 candidate (by Valneva) is a live CHIKV
(La Réunion isolate LR2006 OPY1) attenuated by a partial
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deletion of the gene encoding the non-structural replicase
complex protein. This vaccine induced immunity lasting over
20 months after a single shot immunization (NCT03382964).
MV-CHIK vaccine is a live attenuated measles-vectored CHIKV
vaccine that induced CHIKV-specific NAbs and shown to be well
tolerated by all the participants (NCT02861586) (128). Recently,
Moderna Therapeutics tested a vaccine based on engineered
mRNA encoding CHIKV structural polyproteins (mRNA-1388)
in a phase I clinical trial. As shown in preclinical studies,
this formulation induced strong immune responses after one
single injection, totally protecting mice from developing the
disease (129).

LASV
Currently, there is no vaccine for LASV infection. Among the
difficulties to tackle in the development of effective vaccines, there
are the high genetic diversity of LASV strains and the absence of
established correlates of protection. The high titer of antibodies
does not prevent the viral replication, suggesting that protection
to LASV is probably cell mediated (130). Vaccine platforms under
advanced development include a DNA-based vaccine (INO-4500
from Inovio), moved into phase I (NCT03805984) (131), and a
live attenuated vaccine based on measles virus, expressing LASV
glycoprotein and nucleoprotein (MV-LASV). The MV-LASV
vaccine gave promising results in preclinical animal models,
being able to activate innate immunity, adaptive T-cell and B-cell
responses (132), and it has been advanced to phase I clinical trial
(NCT04055454), aimed at evaluating the optimal dose.

EBOV
Although the identification of EBOV dates back to 1976 (133),
only few studies on vaccine candidates and four clinical trials
were conducted before the West African outbreak in late 2013.
Vaccines against Ebola virus have been extensively reviewed
previously (134–136).

MARV
Several vaccine platforms have been tested in preclinical animal
models and shown to be able to protect animals from MARV
infection and to induce both humoral and cellular immune
responses. These include VLPs (137), DNA vaccines (68),
recombinant adenoviral vectors (138), and rVSV (139, 140).
Many works have emphasized the use of a multivalent vaccine
formulation to achieve protection against different filoviruses.
Vaccination with a single dose of a trivalent formulation
based on rVSV expressing glycoproteins from EBOV, Sudan
ebolavirus (SUDV), and the Angola strain of MARV elicited
antibodies specific for the three glycoproteins in non-human
primates (NHPs) and a balanced T-cell response sufficient
to protect against the viral challenges (141). Similarly, VLPs
delivering a trimeric hybrid glycoprotein from MARV, EBOV,
and SUDV fully protected vaccinated animals from MARV
challenge, inducing specific NAbs (142). Using an enhanced
DNA-based platform encoding the envelope glycoprotein from
MARV and EBOV, Shedlock and colleagues showed that a
polyvalent-filoviral vaccine candidate, delivered by in vivo EP,
elicited in preclinical models robust NAbs and cytotoxic T cells,

completely protecting animals from the viral challenge, after a
single dose administration (68). Actually, a multivalent phase I
study (NCT02891980) is evaluating safety and immunogenicity
of two heterologous and two homologous prime-boost regimens
using a MVA multi-filo and Ad26 Zaire Ebola (Ad26.ZEBOV)
vaccines (143) in healthy volunteers, with the aim to analyze the
protective response to different filoviruses.

CURRENT STATUS ON CORONAVIRUS
DISEASES

Coronaviruses are a group of single-stranded RNA viruses
that have been present in humans for at least 500–800 years
and all originated in bats (144, 145). Earlier than 2019, six
coronaviruses had been known to cause diseases in humans:
HCoV-229E, HCoV-043, HCoV-Nl63, HCoV-HKN1, SARS
coronavirus (SARS-CoV), and MERS coronavirus (MERS-CoV)
(146). In late 2019 and early 2020, a novel coronavirus was
discovered to be the cause of a rapidly spreading outbreak
of respiratory disease, including potentially fatal pneumonia,
in Wuhan, China. The virus, provisionally designated 2019-
nCoV and later given the official name SARS-CoV-2, owing
to its similarity to SARS-CoV (then named SARS-CoV-1), was
isolated and the viral genome sequenced. SARS-CoV-2 was
characterized as a beta-coronavirus (147). The disease caused
by the virus was officially named Coronavirus Disease 2019
(COVID-19) by WHO.

Coronaviruses are capable of adapting quickly to new hosts
through the processes of genetic recombination and mutation
in vivo. Point mutations alone are not sufficient to create a
new virus. However, this may occur when the same host is
simultaneously infected with two coronavirus strains, enabling
recombination of genomic fragments of hundreds or thousands
of base pairs long and thus making a new virus (148, 149).
This susceptibility enabled the emergence, in approximately
two decades, of three new human coronavirus species with
epidemic potential: SARS-CoV-1, MERS-CoV, and SARS-CoV-2.
Coronaviruses enter cells via binding to a host receptor followed
by membrane fusion. The angiotensin-converting enzyme 2
(ACE2) was identified as the cell receptor for SARS-CoV (150),
and recently also for the new SARS-CoV-2 (151), while MERS-
CoV binds the dipeptidyl peptidase 4 (DPP4) receptor, also
known as CD26 (152). The S protein is used for virus–cell
receptor interaction during viral entry (153). Transmission of
the virus during the viremic stage of disease is primarily via
respiratory secretions (droplets) or direct contact. SARS-CoV-2
is extremely contagious, with an estimated basic reproduction
number (R0) of 2.24–3.58 (154). In contrast, the R0 for both
SARS-CoV-1 and MERS-CoV is less than 1 (155). It soon
became apparent that infected individuals might be capable of
transmitting the virus during the prodromal period (156).

Prevention
Social distancing strategies (quarantine and community
containment) represent the only efficacious means of controlling
coronavirus spread in the absence of effective drugs or vaccine

Frontiers in Immunology | www.frontiersin.org 10 September 2020 | Volume 11 | Article 2130

https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Trovato et al. Emerging Viral Diseases: Vaccine Challenges

against the pathogens. Of importance, for preventing the spread
of the disease caused by contact with patients or contaminated
fomites, hygiene measures are also mandatory, such as washing
hands with soap and water or with alcohol-based preparations.
Indeed, coronaviruses are able to survive on various surfaces for
few days but can be inactivated by disinfection (157). Finally,
because it has been demonstrated that the overlap between
human and animal ecosystems have given to coronaviruses
the opportunity to cross the species barrier, to prevent future
zoonotic diseases, a coordination with veterinary experts
as well as stricter laws governing the trade of wild animals
would be necessary.

Vaccines
Humans are extremely exposed to these pathogens because these
viruses had not previously circulated in the human population,
as testified by the absence of antibodies against coronavirus
in healthy people. In addition, the innate immune response
has demonstrated to be insufficient in controlling coronavirus
infection because decreases in viral load are coincident with
the specific antibody response (158, 159). In this context,
vaccines represent a much expected resource. A hopeful premise
is represented by the successful containment of coronavirus
epidemics in farm animals by vaccines, based on either killed
or attenuated virus (160), and concerning SARS-CoV-2 by the
finding that specific antibodies are detectable in 100% of patients
with COVID-19, 17–19 days after symptom onset (161), and that
the magnitude of antibody titers positively correlated with viral
neutralization potency (162).

After the SARS outbreak, several vaccines were formulated
based on various strategies, as recombinant S protein-based
vaccines, attenuated and whole inactivated vaccines, as well as
vectored vaccines. Pre-clinical data showed animal protection
from challenge with SARS-CoV-1. However, sterilizing immunity
was not always achieved (163). In few cases, the use of live virus
as a vaccine resulted in complication including lung damage,
eosinophil infiltration, and liver damage in animal models.
Moreover, a study of vaccination with inactivated SARS-CoV-
1 in NHPs reported enhancement of disease caused by specific
epitopes on the S protein [reviewed in (64)]. Another issue is
related to the length of a protective immune response. Both
humoral and cellular responses have been found important
for lasting protection. In long-term studies of recovered SARS
patients, antibody responses waned after approximately 6 years,
while T-cell responses persisted, suggesting that the latter is
required for long-lasting immunity.

Concerning MERS-CoV, the vaccines proposed target the
S protein (164–166), including mucosal vaccine for intranasal
administration (167). However, cases of enhanced lung diseases
were also reported in preclinical models of vaccination in mice
(168). New MERS-CoV vaccines in development also include
live attenuated, protein subunit, and DNA vaccines (169, 170).
Recently, a small animal model that replicates MERS-CoV
transmission has been developed (170) and will help the pre-
clinical studies.

Following the alarming data and casualties provoked by
COVID-19, a strong effort by the research community is going

on at the moment, and WHO has been informed of dozens of
vaccines in preparation using different platforms, as mentioned
in section “Vaccine Platforms.” Some of these candidate vaccines
are already in phase I/II clinical trials, while others have been
advanced to phase III studies (63, 65, 74) (Table 2). However, it
is possible that a SARS-CoV-2 vaccine will not be available for
another 12–18 months. Recently, a rhesus macaque model that
recapitulates SARS-CoV-2 infection has been developed to study
immunopathogenesis and test vaccine candidates (73, 171).

Passive Immunotherapy
Therapy based on passive administration of anti-coronavirus
antibodies, isolated from patient sera, also represents a much
wanted option for the treatment of coronavirus diseases (172),
and a global effort is pursued in this direction to treat patients
before the achievement of a validated vaccine. In addition,
researchers are trying to produce in laboratory specific and
protective anti-coronavirus antibodies. In the case of SARS
outbreak, a monoclonal antibody (MAb) with neutralizing
activity, being able to block receptor association, was identified
and described (173). Moreover, neutralizing MAbs have also
been produced to fight MERS-CoV infection. In a collaborative
study by US and Chinese researchers, MAbs targeting the
receptor (CD26/DPP4) binding domain of MERS-CoV spike
glycoprotein were reported (174). Japanese researchers have
also investigated anti-CD26 MAb for MERS-CoV and have
identified the humanized MAb YS110 as a promising candidate
(175). Finally, in the case of SARS-CoV-2 outbreak, Dutch
researchers claimed the identification of a human MAb named
47D11 able to block SARS-CoV-2 infection (176). Recently, a
MAb able to cross-neutralize SARS-CoV-2 has been identified
from memory B cells of a SARS-CoV-infected individual. The
antibody, named S309, engages the S receptor-binding domain,
recognizing a highly conserved protein/glycan epitope distinct
from the receptor-binding motif (177). More recently, other
potent neutralizing antibodies were isolated by different research
institutions (178–180).

Amidst the gamut of high-affinity antibodies with the
potential to neutralize human pathogenic viruses, single-domain
antibodies, referred to as nanobodies or Nbs (15 kDa), and
nanobody-based human heavy chain antibodies (75 kDa) derived
from camelids might be harnessed as useful therapeutics for
the ongoing COVID-19 pandemic (181). Camelid heavy-chain-
only antibodies (HCAbs) are composed of two heavy chains
with a single variable domain (VHH) as the target-binding
module. Recombinant VHHs, devoid of the effector domains, act
as single-domain antibodies and harbor advantageous features
over conventional antibodies (higher thermal and chemical
stability, higher solubility, smaller size, lower susceptibility to
steric hindrances, ease of manufacturing, and simple structure)
to have been recently proposed as prospective therapeutic
candidates against various infectious pathogens (181). VHHs
isolated from a llama subcutaneously immunized with perfusion-
stabilized SARS-CoV-1 and MERS-CoV S proteins have been
recently characterized and shown to be able to neutralize S
pseudotyped viruses in vitro, interfering with the host cell
receptor binding (182). Interestingly, SARS-CoV-1 S-directed
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VHH cross-reacted with SARS-CoV-2 Receptor Binding Domain
(RBD) and neutralized SARS-CoV-2 S pseudoviruses in vitro as a
bivalent human IgG Fc-fusion format, underscoring the potential
of VHHs to treat coronavirus diseases (182).

VACCINE HURDLES: FLAVIVIRUS
CROSS-REACTIVITY AND
ANTIBODY-DEPENDENT
ENHANCEMENT

Flavivirus Cross-Reactivity
Because of the global spread of diseases caused by flaviviruses,
understanding the cross-reactivity of anti-viral immunity among
these viruses is of crucial importance for predicting the evolution
of viral disease outbreaks.

Recently, the analysis of PBMCs isolated from individuals
infected by DENV or vaccinated with DENV TV005 or YF17D
vaccines, and pulsed with a pool of antigens from autologous
and heterologous flaviviruses, indicated that both CD4 and CD8
T-cell responses were specific, with little or no cross-reactivity,
despite the high level of homology (183). Individuals pre-
exposed to DENV infection developed T-cell responses against
non-structural ZIKA proteins rather than structural envelope
protein, suggesting that previous flaviviral infections biased
the T-cell response toward more cross-reactive non-structural
epitopes (184). Studies enrolling mothers who gave birth to
microcephalic babies after ZIKV infection, showed serological
evidence of a pre-existing anti-Dengue response, suggesting
that vaccination against DENV does not protect against ZIKV
microcephaly (185). However, cross-reactive antibodies between
ZIKV and DENV have been described, mainly targeting the
structural dimeric envelope protein (186, 187). The antigenic
sequences are both linear and quaternary, with NAbs mainly
recognizing the latter. The high-conserved E protein fusion
loop induces cross-reactive but weak NAbs that can be a
marker of worst outcome during subsequent flaviviral infections
(188). A research concerning ZIKV-specific B-cell responses in
three DENV-experienced donors showed that 5 months after
the infection, the pool of antibodies comprised both poorly
NAbs derived from pre-existing DENV-induced memory B cells,
associated with an enhanced ZIKV infection in vitro, and potent
ZIKV-specific antibodies originated de novo (189, 190). The
possibility that WNV-specific antibodies may drive the infection
by other flaviviruses is still controversial, even if cross-reactivity
was demonstrated. Plasma samples from convalescent human
WNV patients were shown to enhance ZIKV infections by
antibody-dependent enhancement (ADE) phenomenon (191);
conversely, mice previously infected with ZIKV and challenged
with WNV showed enhanced protection toward the second
infection (192).

The immunological Flavivirus cross-reactivity, the ADE
phenomenon (discussed below), genetic mutations that increase
the virulence, potential pre-existing immunity concerns,
combined with the necessity to increase cost-effectiveness of
marketable products are among the issues that have limited the

development of successful vaccines until now. The use of T-cell
inducing vaccines or proteins with mutations into conserved
Envelope fusion-loop epitopes might be useful to overcome the
cross-reactivity hurdle (193).

ADE: Antibody-Dependent Enhancement
Known as ADE of viral infection, ADE is a phenomenon
occurring when antibodies facilitate virus entry into the host
cells, driving viral replication and increasing infectivity, with
subsequent severe outcomes.

Among the several stumbling blocks in realizing a safe
vaccine, ADE is a phenomenon largely underestimated, but
that can produce severe adverse effects, rendering vaccinated
individuals more predisposed to develop harsh symptoms after
infection (194). The first report of ADE dates 1964 (195). The
molecular mechanisms disclosed the involvement of FcγR (196)
and complement receptors (197). When an antiviral antibody
(induced by vaccination or viral infection) with no neutralizing
or sub-neutralizing activity is produced, it can act like a bridge
between the virus and the FcγR expressed on the surface of
immune cells, leading to viral uptake (Figure 3), as demonstrated
for DENV, ZIKV, WNV, Influenza, SARS-CoV, MERS-CoV,
and EBOV (194). The role of complement receptor has been
demonstrated in EBOV response: two antibodies directed against
epitopes in close proximity bind the C1q, forming an immune
complex able to enhance the virus entry into a target cell (198),
whereas in an animal model of MERS-CoV, C3a and C9 protein
level increase was observed after passive immunization (199).
The first licensed vaccine against DENV (CYD-TDV-Dengvaxia)
caused hospitalizations in two large multicenter phase III trials;
after result revision, it has been estimated that in seronegative
individuals, it can produce adverse effects (194), and WHO
recommendations are to vaccinate only seropositive individuals
in endemic areas of age older than 9 years. Using a mathematical
model of DENV transmission to formulate hypothesis on vaccine
trial results, it was speculated that “Seronegative recipients
gain transient protective cross-reactive immunity akin to that
observed for natural infection,” increasing the risk of severe
disease after infection, while vaccination of seropositive subjects
results in boosting the immune response, producing a protection
comparable with the one obtained in individuals who has had two
natural infections (200).

The most severe adverse effect after vaccination was registered
when a formalin-inactivated vaccine against RSV produced an
increase of severe illness in vaccinated infant (hospitalization:
80% RSV vaccinated vs. 5% vaccinated against parainfluenza)
and two deaths (201). Afterward, a role for the Th2 response
was hypothesized in generating the RSV-mediated ADE (202),
and it was demonstrated that the formalin-inactivated virus
produced ADE in monkeys (203), suggesting that the carbonyl
groups on formaldehyde-inactivated RSV were responsible for
the Th2 response in mice (204). Moreover, the observation that
formalin inactivation produced an alteration of antigens, leading
to the production of non-NAbs, whose avidity did not mature,
and the activation of complement were also reported for a
measles vaccine (205). The low-avidity non-NAbs are produced
in absence of TLR activation (and affinity maturation), and they
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FIGURE 3 | Antibody-dependent enhancement on Dengue infection. Antibodies generated from a previous DENV infection can recognize but do not neutralize

another DENV serotype and can lead to antibody-dependent enhancement (ADE) of entry of the latter virus into host cells. The pre-existing non- (or sub-) neutralizing

antibodies bind DENV through the Fab domains and mediate viral entry into FcγR-expressing cells. On engagement by the Fc domains, the virus–antibody immune

complex is internalized by the activating FcγRIIa within the endosome. Co-ligation of FcγRIIa and LILRB1 (leukocyte immunoglobulin-like receptor-B1) to opsonized

DENV drives the inhibitory signal cascade via immunoreceptor tyrosine-based inhibition motif (ITIM) pathway, abrogating the expression of ISGs (Interferon

Stimulated Genes). Ligation of FcγRIIa to immune complex also increases Th2 cytokine production and reduces IFNγ, inhibiting the JAK/STAT signaling pathway,

overall resulting in the suppression of the antiviral response and increase of viral replication. NAbs, neutralizing antibodies; and ITAM, immunoreceptor tyrosine-based

activation motif.

trigger complement activation (206), enhancing viral infection.
To induce potent NAbs, the TLR activation has been obtained
using a Th1-polarizing adjuvant (207), in association with the
candidate vaccine exposing the epitopes of interest.

Antibody-dependent enhancement has been reported also
in many studies focusing on the development of SARS and
MERS vaccines, demonstrating that vaccination with the whole
S glycoprotein can increase the susceptibility to viral infection
with a mechanism not linked to the virus receptor expression
on the host cells (208), and especially when antibodies are
induced with low titer (209). While for many flaviviruses the
mechanism of ADE has been explained through evidences that
antibodies developed during a primary infection can enhance
entry of a heterologous virus via Fc-receptor during a secondary
infection, for MERS-CoV and SARS-CoV, it has also been
proposed that NAbs that strongly bind the RBD region of

the S surface protein can induce conformational changes that
enhance the virus entry via canonical viral-receptor-dependent
pathways, mimicking viral receptor binding (210, 211), and
antibodies targeting a specific region of the S protein enhanced
the viral infection in a SARS model of NHPs (212). The
high sequence homology and the similarity in structure shared
among SARS-CoV, MERS-CoV, and SARS-CoV2 S glycoproteins
raises reasonable concerns about the development of COVID-19
vaccines based on the S protein.

OTHER OPTIONS FOR PANDEMIC
CONTAINMENT

In potential pandemic settings, the clinical development of
vaccines is the main aim. However, apart from technical reasons,
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the vaccine production might be delayed also for economic
considerations and safety issues. Other strategies may be based on
self-disseminating vaccines and induction of trained immunity.

To control zoonosis, the formulation of self-disseminating
vaccines acts at the level of animal, insect, or environmental
reservoir, to directly interfere within the animal-to-human
transmission (213). They are essentially based on replicating
viral vectors engineered to express the disease antigen and to
target a certain animal population (214). Global vaccination of
animals could be achieved to effectively contain an emerging
pathogen within the wildlife reservoir, avoiding its global
spread. Feasibility concerns, costs, and safety issues should
be considered when using this strategy to control reservoirs
linked to the emergence of high-risk pathogens. In addition,
which animal pathogen will cause a human disease is generally
unpredictable. It is interesting to underline that a vaccination
of great apes with an engineered specific CMV-based vector has
been proposed as a strategy to potentially interrupt (or at least
decrease) the zoonotic transmission of Ebola virus to humans,
being able to protect animals from the lethal viral challenge
(213, 215).

Trained immunity-based vaccines (TIbV) might be
formulated to stimulate broader anti-infectious responses
compared with conventional vaccines for their capacity to
increase innate immunity and enhance adaptive responses
(216). This strategy exploits the ability of innate immune cells
(monocytes, macrophages, NK cells) to undergo extensive
metabolic and epigenetic reprogramming, following certain
vaccinations or infections, and to become primed for a quite
long period of time to respond more potently to autologous
or heterologous re-infection, mounting the so-called “innate
immune memory.” Triggering of pattern recognition receptors
(PRRs) by microbial effector stimuli results in increased
production of pro-inflammatory cytokines and/or reactive
oxygen species, and in enhanced immune responses, regardless
the primary stimulation (217).

Many infectious stimuli are considered potent activators
of trained innate immunity, including β-glucan and chitin
(components of fungal cell wall), LPS (a component of the
cell wall of Gram-negative bacteria), and the Bacille Calmette-
Guérin (BCG) vaccine (218). Thus, TIbV should contain
pathogen-associated molecular patterns (PAMPs) to target
PRRs and subsequently induce trained immune cells. BCG
vaccine, VACV, and live attenuated influenza vaccines, together
with immunostimulants, could be ascribed to this category
of vaccines (216). It is worth mentioning that a whole-cell
killed bacterial vaccine might have played a role in preventing
pneumonia and mortality during the 1918 Influenza pandemic
(219). Recently, a work by Berg and colleagues showed that
BCG vaccination is associated with the flattening of the curve
in the spread of COVID-19, suggesting that BCV vaccine
might serve as a protective factor against the disease (220).
However, it should also be noted that an enhanced immune
response mediated by reprogrammed immune cells could
contribute to the development or maintenance of inflammatory,
neuroinflammatory, and chronic metabolic disorders (221).
The phenomenon of “trained immunity” occurring in the

brain is known as microglial priming. Exposure of primed
microglial cells to a second stimuli can cause an augmented
inflammatory response, leading to neuroinflammation and
production of neurotoxic molecules. The hyperglycemia
condition that characterizes type 2 diabetes could long term
affect the cellular metabolism of monocytes and macrophages,
leading to increased cytokine production and subsequent
diabetes complications, including atherosclerosis. An augmented
activation of innate cells may also result in the induction and
maintenance of chronic inflammatory disorders, including
rheumatoid arthritis, systemic lupus erythematosus, multiple
sclerosis, or sarcoidosis (221).

CONCLUSION

The COVID-19 pandemic experience, combined with the
previous viral disease outbreaks, should give blueprints
for rapidly responding to the emergence of high-risk
pathogens in the future.

It is a common belief that vaccines would be the only means
of providing long-term immunity and preventing viral diseases.
Despite the great progress made in vaccine research, we are
still unable to produce successful vaccines in a timely manner.
Human trials take a long time and given a huge list of vaccine
candidates, it is hard to choose the most promising one. While
the WHO proposed a Solidarity Vaccine trial to test all the
candidates in rolling trial until they fail, to increase the chances of
succeeding, some vaccine stakeholders are considering extreme
alternatives for emergency use: intentionally infect young healthy
volunteers at low risk in controlled “human challenge trials”
to define which vaccine will work (222). Although these
approaches are already used for studying Influenza (223) and
Dengue diseases (224), it is hard to ethically accept this option
without a validated therapy. Vaccines go through regulatory
pathways before the final approval and licensure. In epidemic
or pandemic settings, we need to carefully develop a vaccine,
as quickly as possible, that adequately proved to be safe and
effective (225).

Scientists need to fill the gaps in understanding the
epidemiology of novel viruses, to identify potential zoonotic
reservoirs or spill-over hosts, and the way of transmission of
pathogens. Once the pathogen is identified, preclinical models
need to be developed to study virus–host interactions and
early test vaccine candidates, defining the immune correlates
of protection. Pathogen-specific epitopes need to be identified
to guide structure-based vaccines that will elicit protective
antibodies, minimizing the induction of non- or weakly NAbs
that would promote ADE of viral infection (226). Moreover, data
sharing and collaboration among academia, government, and
companies will be essential to coordinate a strategic approach in
face of next pandemic threats (227).
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112. Mlakar J, Korva M, Tul N, Popović M, Poljšak-Prijatelj M, Mraz J, et al.
Zika virus associated with microcephaly. N Engl J Med. (2016) 374:951–8.
doi: 10.1056/NEJMoa1600651

113. Shan C, Muruato AE, Jagger BW, Richner J, Nunes BTD, Medeiros DBA,
et al. A single-dose live-attenuated vaccine prevents Zika virus pregnancy
transmission and testis damage. Nat Commun. (2017) 8:676. doi: 10.1038/
s41467-017-00737-8

114. Shan C, Muruato AE, Nunes BTD, Luo H, Xie X, Medeiros DBA, et al. A
live-attenuated Zika virus vaccine candidate induces sterilizing immunity in
mouse models. Nat Med. (2017) 23:763–7. doi: 10.1038/nm.4322

Frontiers in Immunology | www.frontiersin.org 17 September 2020 | Volume 11 | Article 2130

https://doi.org/10.1016/j.coi.2016.05.014
https://doi.org/10.1038/nm.1850
https://doi.org/10.1016/S0140-6736(08)61592-5
https://doi.org/10.1016/S0140-6736(08)61592-5
https://doi.org/10.1056/NEJMoa1410863
https://doi.org/10.1126/scitranslmed.aac5745
https://doi.org/10.1111/imm.12829
https://doi.org/10.1016/j.ijid.2017.10.010
https://doi.org/10.1056/NEJMoa1506223
https://doi.org/10.1007/s10295-013-1235-0
https://doi.org/10.1016/s0264-410x(88)80022-7
https://doi.org/10.1016/s0264-410x(88)80022-7
https://doi.org/10.1126/science.8248784
https://doi.org/10.1038/nri2868
https://doi.org/10.1038/nri2868
https://doi.org/10.1016/j.virol.2010.08.026
https://doi.org/10.1371/journal.pone.0047492
https://doi.org/10.1097/QAI.0b013e31820b844e
https://doi.org/10.1097/QAI.0b013e31820b844e
https://doi.org/10.1038/nbt0195-53
https://doi.org/10.1073/pnas.94.11.5784
https://doi.org/10.1111/j.1467-7652.2009.00496.x
https://doi.org/10.1371/journal.pone.0001556
https://doi.org/10.1371/journal.pone.0001556
https://doi.org/10.1016/j.coviro.2016.03.001
https://doi.org/10.1016/j.coviro.2016.03.001
https://doi.org/10.1016/j.ebiom.2020.102743
https://doi.org/10.1016/j.vaccine.2020.06.066
https://doi.org/10.1016/j.vaccine.2020.06.066
https://doi.org/10.1016/j.vetmic.2013.03.005
https://doi.org/10.1016/j.vetmic.2013.03.005
https://doi.org/10.3201/eid1402.070457
https://doi.org/10.3201/eid1402.070457
https://doi.org/10.1016/j.vetimm.2008.02.002
https://doi.org/10.1016/j.vetimm.2008.02.002
https://doi.org/10.1016/j.vaccine.2018.12.026
https://doi.org/10.1128/CVI.00119-09
https://doi.org/10.3390/v5123048
https://doi.org/10.1016/j.vaccine.2016.02.042
https://doi.org/10.1086/523650
https://doi.org/10.1086/523650
https://doi.org/10.3390/v11090823
https://doi.org/10.1016/j.vaccine.2018.12.020
https://doi.org/10.1016/j.vaccine.2018.12.020
https://doi.org/10.1128/JVI.00720-19
https://doi.org/10.1056/NEJMoa1600651
https://doi.org/10.1038/s41467-017-00737-8
https://doi.org/10.1038/s41467-017-00737-8
https://doi.org/10.1038/nm.4322
https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Trovato et al. Emerging Viral Diseases: Vaccine Challenges

115. Pérez P, Q Marín M, Lázaro-Frías A, Jiménez de Oya N, Blázquez AB,
Escribano-Romero E, et al. A vaccine based on a modified vaccinia virus
Ankara vector expressing Zika virus structural proteins controls Zika virus
replication in mice. Sci Rep. (2018) 8:17385. doi: 10.1038/s41598-018-
35724-6

116. Abbink P, Maxfield LF, Ng’ang’a D, Borducchi EN, Iampietro MJ, Bricault
CA, et al. Construction and evaluation of novel rhesus monkey adenovirus
vaccine vectors. J Virol. (2015) 89:1512–22. doi: 10.1128/JVI.02950-14

117. Abbink P, Larocca RA, De La Barrera RA, Bricault CA, Moseley ET, Boyd
M, et al. Protective efficacy of multiple vaccine platforms against Zika virus
challenge in rhesus monkeys. Science. (2016) 353:1129–32. doi: 10.1126/
science.aah6157

118. Kim E, Erdos G, Huang S, Kenniston T, Falo LD Jr., Gambotto A.
Preventative vaccines for Zika virus outbreak: preliminary evaluation.
EBioMedicine. (2016) 13:315–20. doi: 10.1016/j.ebiom.2016.09.028

119. Garg H, Mehmetoglu-Gurbuz T, Joshi A. Recent advances in Zika virus
vaccines. Viruses. (2018) 10:631. doi: 10.3390/v10110631

120. Gaudinski MR, Houser KV, Morabito KM, Hu Z, Yamshchikov G, Rothwell
RS, et al. Safety, tolerability, and immunogenicity of two Zika virus DNA
vaccine candidates in healthy adults: randomised, open-label, phase 1 clinical
trials. Lancet. (2018) 391:552–62. doi: 10.1016/S0140-6736(17)33105-7

121. Hahn CS, Dalrymple JM, Strauss JH, Rice CM. Comparison of the virulent
Asibi strain of yellow fever virus with the 17D vaccine strain derived from it.
Proc Natl Acad Sci USA. (1987) 84:2019–23. doi: 10.1073/pnas.84.7.2019

122. Collins ND, Barrett AD. Live attenuated yellow fever 17D vaccine: a legacy
vaccine still controlling outbreaks in modern day. Curr Infect Dis Rep. (2017)
19:14. doi: 10.1007/s11908-017-0566-9

123. Guy B, Saville M, Lang J. Development of Sanofi Pasteur tetravalent dengue
vaccine. Hum Vaccin. (2010) 6: 696–705. doi: 10.4161/hv.6.9.12739

124. Guy B, Barrere B, Malinowski C, Saville M, Teyssou R, Lang J. From research
to phase III: preclinical, industrial and clinical development of the Sanofi
Pasteur tetravalent dengue vaccine.Vaccine. (2011) 29:7229–41. doi: 10.1016/
j.vaccine.2011.06.094

125. Halstead SB. Pathogenesis of dengue: challenges to molecular biology.
Science. (1988) 239:476–81. doi: 10.1126/science.3277268

126. Katzelnick LC, Gresh L, Halloran ME, Mercado JC, Kuan G, Gordon A,
et al. Antibody-dependent enhancement of severe dengue disease in humans.
Science. (2017) 358:929–32. doi: 10.1126/science.aan6836

127. Redoni M, Yacoub S, Rivino L, Giacobbe DR, Luzzati R, Di Bella S. Dengue:
status of current and under-development vaccines. Rev Med Virol. (2020)
30:e2101. doi: 10.1002/rmv.2101

128. Reisinger EC, Tschismarov R, Beubler E, Wiedermann U, Firbas C,
Loebermann M, et al. Immunogenicity, safety, and tolerability of the
measles-vectored chikungunya virus vaccine MV-CHIK: a double-blind,
randomised, placebo-controlled and active-controlled phase 2 trial. Lancet.
(2019) 392:2718–27. doi: 10.1016/S0140-6736(18)32488-7

129. Gao S, Song S, Zhang L. Recent progress in vaccine development against
Chikungunya virus. Front Microbiol. (2019) 10:2881. doi: 10.3389/fmicb.
2019.02881

130. Fisher-Hoch SP, Hutwagner L, Brown B, McCormick JB. Effective vaccine for
lassa fever. J Virol. (2000) 74:6777–83. doi: 10.1128/jvi.74.15.6777-6783.2000

131. Purushotham J, Lambe T, Gilbert SC. Vaccine platforms for the prevention of
Lassa fever. Immunol Lett. (2019) 215:1–11. doi: 10.1016/j.imlet.2019.03.008

132. Mateo M, Reynard S, Carnec X, Journeaux A, Baillet N, Schaeffer J, et al.
Vaccines inducing immunity to Lassa virus glycoprotein and nucleoprotein
protect macaques after a single shot. Sci Transl Med. (2019) 11:eaaw3163.
doi: 10.1126/scitranslmed.aaw3163

133. Pattyn S, van der Groen G, Jacob W, Piot P, Courteille G. Isolation of
marburg-like virus from a case of haemorrhagic fever in Zaire. Lancet. (1977)
1:573–4. doi: 10.1016/s0140-6736(77)92002-5

134. Feldmann H, Sprecher A, Geisbert TW. Ebola. N Engl J Med. (2020)
382:1832–42. doi: 10.1056/NEJMra1901594

135. Venkatraman N, Silman D, Folegatti PM, Hill AVS. Vaccines against Ebola
virus. Vaccine. (2018) 36:5454–9. doi: 10.1016/j.vaccine.2017.07.054

136. Lambe T, Bowyer G, Ewer KJ. A review of Phase I trials of Ebola virus
vaccines: what can we learn from the race to develop novel vaccines? Philos
Trans R Soc Lond B Biol Sci. (2017) 372:20160295. doi: 10.1098/rstb.2016.
0295

137. Dye JM, Warfield KL, Wells JB, Unfer RC, Shulenin S, Vu H, et al. Virus-
like particle vaccination protects nonhuman primates from lethal aerosol
exposure with marburgvirus (VLP Vaccination Protects Macaques against
Aerosol Challenges). Viruses. (2016) 8:94. doi: 10.3390/v8040094

138. Geisbert TW, Bailey M, Geisbert JB, Asiedu C, Roederer M, Grazia-Pau
M, et al. Vector choice determines immunogenicity and potency of genetic
vaccines against AngolaMarburg virus in nonhuman primates. J Virol. (2010)
84:10386–94. doi: 10.1128/JVI.00594-10

139. Jones SM, Feldmann H, Ströher U, Geisbert JB, Fernando L, Grolla A,
et al. Live attenuated recombinant vaccine protects nonhuman primates
against Ebola andMarburg viruses.Nat Med. (2005) 11:786–90. doi: 10.1038/
nm1258

140. Marzi A, Menicucci AR, Engelmann F, Callison J, Horne EJ, Feldmann F,
et al. Protection against marburg virus using a recombinant VSV-vaccine
depends on T and B cell activation. Front Immunol. (2019) 9:3071. doi:
10.3389/fimmu.2018.03071

141. Matassov D,Mire CE, Latham T, Geisbert JB, Xu R, Ota-Setlik A, et al. Single-
dose trivalent vesiculovax vaccine protects macaques from lethal Ebolavirus
and Marburgvirus challenge. J Virol. (2018) 92:e01190-17. doi: 10.1128/JVI.
01190-17

142. Martins K, Carra JH, Cooper CL, Kwilas SA, Robinson CG, Shurtleff AC,
et al. Cross-protection conferred by filovirus virus-like particles containing
trimeric hybrid glycoprotein. Viral Immunol. (2015) 28:62–70. doi: 10.1089/
vim.2014.0071

143. Capelle MAH, Babich L, van Deventer-Troost JPE, Salerno D, Krijgsman
K, Dirmeier U, et al. Stability and suitability for storage and distribution of
Ad26.ZEBOV/MVA-BN R©-Filo heterologous prime-boost Ebola vaccine. Eur
J Pharm Biopharm. (2018) 129:215–21. doi: 10.1016/j.ejpb.2018.06.001

144. Berry M, Fielding B, Gamieldien J. Human Coronavirus OC43 3CL Protease
and the potential of ML188 as a broad-spectrum lead compound: homology
modelling and molecular dynamic studies. BMC Struct Biol. (2015) 15:8.
doi: 10.1186/s12900-015-0035-3

145. Su S, Wong G, Shi W, Liu J, Lai ACK, Zhou J, et al. Epidemiology, genetic
recombination, and pathogenesis of coronaviruses. Trends Microbiol. (2016)
24:490–502. doi: 10.1016/j.tim.2016.03.003

146. Clarivate Analytics Disease Briefing: Coronaviruses. (2020). Available
online at: https://clarivate.com/wp-content/uploads/dlm_uploads/2020/01/
CORONAVIRUS-REPORT-16.3.2020.pdf (accessed June 07, 2020).

147. Zhu N, Zhang D, Wang W, Li X, Yang B, Song J, et al. A novel coronavirus
from patients with pneumonia in China, 2019.N Engl J Med. (2020) 382:727–
33. doi: 10.1056/NEJMoa2001017

148. Raj VS, Osterhaus AD, Fouchier RA, Haagmans BL. MERS: emergence of a
novel human coronavirus. Curr Opin Virol. (2014) 5:58–62. doi: 10.1016/j.
coviro.2014.01.010

149. Gralinski LE, Baric RS. Molecular pathology of emerging coronavirus
infections. J Pathol. (2015) 235:185–95. doi: 10.1002/path.4454

150. Du L, He Y, Zhou Y, Liu S, Zheng BJ, Jiang S. The spike protein of SARS-CoV–
a target for vaccine and therapeutic development. Nat Rev Microbiol. (2009)
7:226–36. doi: 10.1038/nrmicro2090

151. Wan Y, Shang J, Graham R, Baric RS, Li F. Receptor recognition by the novel
coronavirus fromWuhan: an analysis based on decade-long structural studies
of SARS coronavirus. J Virol. (2020) 94:e00127-20. doi: 10.1128/JVI.00127-
20

152. Raj VS, Mou H, Smits SL, Dekkers DH, Müller MA, Dijkman R,
et al. Dipeptidyl peptidase 4 is a functional receptor for the emerging
human coronavirus-EMC. Nature. (2013) 495:251–4. doi: 10.1038/nature
12005

153. Li G, Fan Y, Lai Y, Han T, Li Z, Zhou P, et al. Coronavirus Infections
and Immune Responses. J Med Virol. (2020) 92:424–32. doi: 10.1002/jmv.
25685

154. Lai CC, Shih TP, Ko WC, Tang HJ, Hsueh PR. Severe acute respiratory
syndrome coronavirus 2 (SARS-CoV-2) and coronavirus disease-2019
(COVID-19): the epidemic and the challenges. Int J Antimicrob Agents.
(2020) 55:105924. doi: 10.1016/j.ijantimicag.2020.105924

155. Wu JT, Leung K, Leung GM. Nowcasting and forecasting the potential
domestic and international spread of the 2019-nCoV outbreak originating in
Wuhan, China: a modelling study. Lancet. (2020) 395:689–97. doi: 10.1016/
S0140-6736(20)30260-9

Frontiers in Immunology | www.frontiersin.org 18 September 2020 | Volume 11 | Article 2130

https://doi.org/10.1038/s41598-018-35724-6
https://doi.org/10.1038/s41598-018-35724-6
https://doi.org/10.1128/JVI.02950-14
https://doi.org/10.1126/science.aah6157
https://doi.org/10.1126/science.aah6157
https://doi.org/10.1016/j.ebiom.2016.09.028
https://doi.org/10.3390/v10110631
https://doi.org/10.1016/S0140-6736(17)33105-7
https://doi.org/10.1073/pnas.84.7.2019
https://doi.org/10.1007/s11908-017-0566-9
https://doi.org/10.4161/hv.6.9.12739
https://doi.org/10.1016/j.vaccine.2011.06.094
https://doi.org/10.1016/j.vaccine.2011.06.094
https://doi.org/10.1126/science.3277268
https://doi.org/10.1126/science.aan6836
https://doi.org/10.1002/rmv.2101
https://doi.org/10.1016/S0140-6736(18)32488-7
https://doi.org/10.3389/fmicb.2019.02881
https://doi.org/10.3389/fmicb.2019.02881
https://doi.org/10.1128/jvi.74.15.6777-6783.2000
https://doi.org/10.1016/j.imlet.2019.03.008
https://doi.org/10.1126/scitranslmed.aaw3163
https://doi.org/10.1016/s0140-6736(77)92002-5
https://doi.org/10.1056/NEJMra1901594
https://doi.org/10.1016/j.vaccine.2017.07.054
https://doi.org/10.1098/rstb.2016.0295
https://doi.org/10.1098/rstb.2016.0295
https://doi.org/10.3390/v8040094
https://doi.org/10.1128/JVI.00594-10
https://doi.org/10.1038/nm1258
https://doi.org/10.1038/nm1258
https://doi.org/10.3389/fimmu.2018.03071
https://doi.org/10.3389/fimmu.2018.03071
https://doi.org/10.1128/JVI.01190-17
https://doi.org/10.1128/JVI.01190-17
https://doi.org/10.1089/vim.2014.0071
https://doi.org/10.1089/vim.2014.0071
https://doi.org/10.1016/j.ejpb.2018.06.001
https://doi.org/10.1186/s12900-015-0035-3
https://doi.org/10.1016/j.tim.2016.03.003
https://clarivate.com/wp-content/uploads/dlm_uploads/2020/01/CORONAVIRUS-REPORT-16.3.2020.pdf
https://clarivate.com/wp-content/uploads/dlm_uploads/2020/01/CORONAVIRUS-REPORT-16.3.2020.pdf
https://doi.org/10.1056/NEJMoa2001017
https://doi.org/10.1016/j.coviro.2014.01.010
https://doi.org/10.1016/j.coviro.2014.01.010
https://doi.org/10.1002/path.4454
https://doi.org/10.1038/nrmicro2090
https://doi.org/10.1128/JVI.00127-20
https://doi.org/10.1128/JVI.00127-20
https://doi.org/10.1038/nature12005
https://doi.org/10.1038/nature12005
https://doi.org/10.1002/jmv.25685
https://doi.org/10.1002/jmv.25685
https://doi.org/10.1016/j.ijantimicag.2020.105924
https://doi.org/10.1016/S0140-6736(20)30260-9
https://doi.org/10.1016/S0140-6736(20)30260-9
https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Trovato et al. Emerging Viral Diseases: Vaccine Challenges

156. Heymann DL, Shindo N. WHO scientific and technical advisory group for
infectious hazards. COVID-19: what is next for public health? Lancet. (2020)
395:542–5. doi: 10.1016/S0140-6736(20)30374-3

157. van Doremalen N, Bushmaker T, Morris DH, Holbrook MG, Gamble A,
Williamson BN, et al. Aerosol and surface stability of SARS-CoV-2 as
compared with SARS-CoV-1. N Engl J Med. (2020) 382:1564–7. doi: 10.1056/
NEJMc2004973

158. Peiris JS, Chu CM, Cheng VC, Chan KS, Hung IF, Poon LL, et al.
Clinical progression and viral load in a community outbreak of coronavirus-
associated sars pneumonia: a prospective study. Lancet. (2003) 361:1767–72.
doi: 10.1016/s0140-6736(03)13412-5

159. Lou B, Li TD, Zheng SF, Su YY, Li ZY, Liu W, et al. Serology characteristics of
SARS-CoV-2 infection since exposure and post symptom onset. Eur Respir J.
(2020):2000763. doi: 10.1183/13993003.00763-2020 [Epub ahead of print].

160. Sato T, Oroku K, Ohshima Y, Furuya Y, Sasakawa C. Efficacy of genogroup 1
based porcine epidemic diarrhea live vaccine against genogroup 2 field strain
in Japan. Virol J. (2018) 15:28. doi: 10.1186/s12985-018-0940-8

161. Long QX, Liu BZ, Deng HJ, Wu GC, Deng K, Chen YK, et al. Antibody
responses to SARS-CoV-2 in patients with COVID-19. Nat Med. (2020)
26:845–8. doi: 10.1038/s41591-020-0897-1

162. Suthar MS, Zimmerman M, Kauffman R, Mantus G, Linderman S, Hudson
WH, et al. Rapid generation of neutralizing antibody responses in COVID-19
patients. Cell Rep Med. (2020) 1:100040. doi: 10.1016/j.xcrm.2020.100040

163. Roper RL, Rehm KE. SARS vaccines: where are we? Expert Rev Vaccines.
(2009) 8:887–98. doi: 10.1586/erv.09.43

164. Song Z, Xu Y, Bao L, Zhang L, Yu P, Qu Y, et al. From SARS to MERS,
thrusting coronaviruses into the spotlight.Viruses. (2019) 11:59. doi: 10.3390/
v11010059

165. Ma C, Wang L, Tao X, Zhang N, Yang Y, Tseng CK, et al. Searching for an
ideal vaccine candidate among different MERS coronavirus receptor-binding
fragments–the importance of immunofocusing in subunit vaccine design.
Vaccine. (2014) 32:6170–6. doi: 10.1016/j.vaccine.2014.08.086

166. ZhangN, Tang J, Lu L, Jiang S, Du L. Receptor-binding domain-based subunit
vaccines against MERS-CoV. Virus Res. (2015) 202:151–9. doi: 10.1016/j.
virusres.2014.11.013

167. Ma C, Li Y, Wang L, Zhao G, Tao X, Tseng CT, et al. Intranasal vaccination
with recombinant receptor-binding domain of MERS-CoV spike protein
induces much stronger local mucosal immune responses than subcutaneous
immunization: implication for designing novel mucosal MERS vaccines.
Vaccine. (2014) 32:2100–8. doi: 10.1016/j.vaccine.2014.02.004

168. Agrawal AS, Tao X, Algaissi A, Garron T, Narayanan K, Peng BH,
et al. Immunization with inactivated Middle East respiratory syndrome
coronavirus vaccine leads to lung immunopathology on challenge with live
virus. Hum Vaccin Immunother. (2016) 12:2351–6. doi: 10.1080/21645515.
2016.1177688

169. Cho H, Excler JL, Kim JH, Yoon IK. Development of Middle East respiratory
syndrome coronavirus vaccines - advances and challenges. Hum Vaccin

Immunother. (2018) 14:304–13. doi: 10.1080/21645515.2017.1389362
170. Schindewolf C, Menachery VD. Middle East respiratory syndrome

vaccine candidates: cautious optimism. Viruses. (2019) 11:74. doi: 10.3390/
v11010074

171. Chandrashekar A, Liu J, Martinot AJ, McMahan K, Mercado NB, Peter L,
et al. SARS-CoV-2 infection protects against rechallenge in rhesus macaques.
Science. (2020) 369:812–7. doi: 10.1126/science.abc4776

172. Casadevall A, Pirofski LA. The convalescent sera option for containing
COVID-19. J Clin Invest. (2020) 130:1545–8. doi: 10.1172/JCI138003

173. Sui J, Li W, Murakami A, Tamin A, Matthews LJ, Wong SK, et al. Potent
neutralization of severe acute respiratory syndrome (SARS) Coronavirus by
a human mAb to S1 protein that blocks receptor association. Proc Natl Acad
Sci USA. (2004) 101:2536–41. doi: 10.1073/pnas.0307140101

174. Ying T, Du L, Ju TW, Prabakaran P, Lau CC, Lu L, et al. Exceptionally potent
neutralization of Middle East respiratory syndrome coronavirus by human
monoclonal antibodies. J Virol. (2014) 88:7796–805. doi: 10.1128/JVI.00912-
14

175. Ohnuma K, Haagmans BL, Hatano R, Raj VS, Mou H, Iwata S, et al.
Inhibition of Middle East respiratory syndrome coronavirus infection by
anti-CD26 monoclonal antibody. J Virol. (2013) 87:13892–9. doi: 10.1128/
JVI.02448-13

176. Wang C, Li W, Drabek D, Okba NMA, van Haperen R, Osterhaus ADME,
et al. A human monoclonal antibody blocking SARS-CoV-2 infection. Nat
Commun. (2020) 11:2251. doi: 10.1038/s41467-020-16256-y

177. Pinto D, Park YJ, Beltramello M, Walls AC, Tortorici MA, Bianchi S, et al.
Cross-neutralization of SARS-CoV-2 by a human monoclonal SARS-CoV
antibody. Nature. (2020) 583:290–5. doi: 10.1038/s41586-020-2349-y

178. Liu L, Wang P, Nair MS, Yu J, Rapp M, Wang Q, et al. Potent neutralizing
antibodies directed to multiple epitopes on SARS-CoV-2 spike. Nature.
(2020). 584:450–6. doi: 10.1038/s41586-020-2571-7

179. Lv Z, Deng YQ, Ye Q, Cao L, Sun CY, Fan C, et al. Structural basis
for neutralization of SARS-CoV-2 and SARS-CoV by a potent therapeutic
antibody. Science. (2020):eabc5881. doi: 10.1126/science.abc5881 [Epub
ahead of print].

180. Kreer C, Zehner M, Weber T, Ercanoglu MS, Gieselmann L, Rohde C, et al.
Longitudinal isolation of potent near-germline SARS-CoV-2-neutralizing
antibodies from COVID-19 patients. Cell. (2020). 182:843-854.e12. doi: 10.
1016/j.cell.2020.06.044

181. Konwarh R. Nanobodies: prospects of expanding the gamut of neutralizing
antibodies against the novel coronavirus, SARS-CoV-2. Front Immunol.
(2020) 11:1531. doi: 10.3389/fimmu.2020.01531

182. Wrapp D, De Vlieger D, Corbett KS, Torres GM, Wang N, Van Breedam W,
et al. Structural basis for potent neutralization of betacoronaviruses by single-
domain camelid antibodies. Cell. (2020) 181:1004–15.e15. doi: 10.1016/j.cell.
2020.04.031

183. Grifoni A, Voic H, Dhanda SK, Kidd CK, Brien JD, Buus S, et al. T
cell responses induced by attenuated flavivirus vaccination are specific and
show limited cross-reactivity with other flavivirus species. J Virol. (2020)
94:e00089-20. doi: 10.1128/JVI.00089-20

184. Subramaniam KS, Lant S, Goodwin L, Grifoni A, Weiskopf D, Turtle L.
Two is better than one: evidence for T-cell cross-protection between dengue
and zika and implications on vaccine design. Front Immunol. (2020) 11:517.
doi: 10.3389/fimmu.2020.00517

185. Reynolds CJ, Watber P, Santos CNO, Ribeiro DR, Alves JC, Fonseca ABL,
et al. Strong CD4 T cell responses to Zika virus antigens in a cohort of
dengue virus immune mothers of congenital zika virus syndrome infants.
Front Immunol. (2020) 11:185. doi: 10.3389/fimmu.2020.00185

186. Barba-Spaeth G, Dejnirattisai W, Rouvinski A, Vaney MC, Medits I, Sharma
A, et al. Structural basis of potent Zika-dengue virus antibody cross-
neutralization. Nature. (2016) 536:48–53. doi: 10.1038/nature18938

187. Stettler K, Beltramello M, Espinosa DA, Graham V, Cassotta A, Bianchi
S, et al. Specificity, cross-reactivity, and function of antibodies elicited
by Zika virus infection. Science. (2016) 353:823–6. doi: 10.1126/science.aaf
8505

188. Rathore APS, St John AL. Cross-reactive immunity among flaviviruses. Front
Immunol. (2020) 11:334. doi: 10.3389/fimmu.2020.00334

189. Rogers TF, Goodwin EC, Briney B, Sok D, Beutler N, Strubel A, et al.
Zika virus activates de novo and cross-reactive memory B cell responses in
dengue-experienced donors. Sci Immunol. (2017) 2:eaan6809. doi: 10.1126/
sciimmunol.aan6809

190. Dejnirattisai W, Supasa P, Wongwiwat W, Rouvinski A, Barba-Spaeth G,
Duangchinda T, et al. Dengue virus sero-cross-reactivity drives antibody-
dependent enhancement of infection with zika virus. Nat Immunol. (2016)
17:1102–8. doi: 10.1038/ni.3515

191. Bardina SV, Bunduc P, Tripathi S, Duehr J, Frere JJ, Brown JA, et al.
Enhancement of Zika virus pathogenesis by preexisting antiflavivirus
immunity. Science. (2017) 356:175–80. doi: 10.1126/science.aal4365

192. Vázquez-Calvo Á, Blázquez AB, Escribano-Romero E, Merino-Ramos T, Saiz
JC, Martín-Acebes MA, et al. Zika virus infection confers protection against
West Nile virus challenge in mice. Emerg Microbes Infect. (2017) 6:e81. doi:
10.1038/emi.2017.68

193. Ulbert S. West Nile virus vaccines – current situation and future directions.
Hum Vaccin Immunother. (2019) 15:2337–42. doi: 10.1080/21645515.2019.
1621149

194. Smatti MK, Al Thani AA, Yassine HM. Viral-induced enhanced disease
illness. Front Microbiol. (2018) 9:2991. doi: 10.3389/fmicb.2018.02991

195. Hawkes RA. Enhancement of the infectivity of arboviruses by specific antisera
produced in domestic fowls. Aust J Exp Biol Med Sci. (1964) 42:465–82.
doi: 10.1038/icb.1964.44

Frontiers in Immunology | www.frontiersin.org 19 September 2020 | Volume 11 | Article 2130

https://doi.org/10.1016/S0140-6736(20)30374-3
https://doi.org/10.1056/NEJMc2004973
https://doi.org/10.1056/NEJMc2004973
https://doi.org/10.1016/s0140-6736(03)13412-5
https://doi.org/10.1183/13993003.00763-2020
https://doi.org/10.1186/s12985-018-0940-8
https://doi.org/10.1038/s41591-020-0897-1
https://doi.org/10.1016/j.xcrm.2020.100040
https://doi.org/10.1586/erv.09.43
https://doi.org/10.3390/v11010059
https://doi.org/10.3390/v11010059
https://doi.org/10.1016/j.vaccine.2014.08.086
https://doi.org/10.1016/j.virusres.2014.11.013
https://doi.org/10.1016/j.virusres.2014.11.013
https://doi.org/10.1016/j.vaccine.2014.02.004
https://doi.org/10.1080/21645515.2016.1177688
https://doi.org/10.1080/21645515.2016.1177688
https://doi.org/10.1080/21645515.2017.1389362
https://doi.org/10.3390/v11010074
https://doi.org/10.3390/v11010074
https://doi.org/10.1126/science.abc4776
https://doi.org/10.1172/JCI138003
https://doi.org/10.1073/pnas.0307140101
https://doi.org/10.1128/JVI.00912-14
https://doi.org/10.1128/JVI.00912-14
https://doi.org/10.1128/JVI.02448-13
https://doi.org/10.1128/JVI.02448-13
https://doi.org/10.1038/s41467-020-16256-y
https://doi.org/10.1038/s41586-020-2349-y
https://doi.org/10.1038/s41586-020-2571-7
https://doi.org/10.1126/science.abc5881
https://doi.org/10.1016/j.cell.2020.06.044
https://doi.org/10.1016/j.cell.2020.06.044
https://doi.org/10.3389/fimmu.2020.01531
https://doi.org/10.1016/j.cell.2020.04.031
https://doi.org/10.1016/j.cell.2020.04.031
https://doi.org/10.1128/JVI.00089-20
https://doi.org/10.3389/fimmu.2020.00517
https://doi.org/10.3389/fimmu.2020.00185
https://doi.org/10.1038/nature18938
https://doi.org/10.1126/science.aaf8505
https://doi.org/10.1126/science.aaf8505
https://doi.org/10.3389/fimmu.2020.00334
https://doi.org/10.1126/sciimmunol.aan6809
https://doi.org/10.1126/sciimmunol.aan6809
https://doi.org/10.1038/ni.3515
https://doi.org/10.1126/science.aal4365
https://doi.org/10.1038/emi.2017.68
https://doi.org/10.1038/emi.2017.68
https://doi.org/10.1080/21645515.2019.1621149
https://doi.org/10.1080/21645515.2019.1621149
https://doi.org/10.3389/fmicb.2018.02991
https://doi.org/10.1038/icb.1964.44
https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Trovato et al. Emerging Viral Diseases: Vaccine Challenges

196. Hawkes RA, Lafferty KJ. The enhancement of virus infectivity by antibody.
Virology. (1967) 33:250–61. doi: 10.1016/0042-6822(67)90144-4

197. Cardosa MJ, Porterfield JS, Gordon S. Complement receptor mediates
enhanced flavivirus replication in macrophages. J Exp Med. (1983) 158:258–
63. doi: 10.1084/jem.158.1.258

198. Takada A, Kawaoka Y. Antibody-dependent enhancement of viral infection:
molecular mechanisms and in vivo implications. Rev Med Virol. (2003)
13:387–98. doi: 10.1002/rmv.405

199. Houser KV, Broadbent AJ, Gretebeck L, Vogel L, Lamirande EW, Sutton T,
et al. Enhanced inflammation in New Zealand white rabbits when MERS-
CoV reinfection occurs in the absence of neutralizing antibody. PLoS Pathog.
(2017) 13:e1006565. doi: 10.1371/journal.ppat.1006565

200. Ferguson NM, Rodríguez-Barraquer I, Dorigatti I, Mier-Y-Teran-Romero L,
Laydon DJ, Cummings DA. Benefits and risks of the Sanofi-Pasteur dengue
vaccine: modeling optimal deployment. Science. (2016) 353:1033–6. doi: 10.
1126/science.aaf9590

201. Kim HW, Canchola JG, Brandt CD, Pyles G, Chanock RM, Jensen K, et al.
Respiratory syncytial virus disease in infants despite prior administration
of antigenic inactivated vaccine. Am J Epidemiol. (1969) 89:422–34. doi:
10.1093/oxfordjournals.aje.a120955

202. Graham BS, Henderson GS, Tang YW, Lu X, Neuzil KM, Colley DG. Priming
immunization determines T helper cytokine mRNA expression patterns in
lungs of mice challenged with respiratory syncytial virus. J Immunol. (1993)
151:2032–40.

203. Ponnuraj EM, Springer J, Hayward AR, Wilson H, Simoes EA. Antibody-
dependent enhancement, a possible mechanism in augmented pulmonary
disease of respiratory syncytial virus in the Bonnet monkey model. J Infect
Dis. (2003) 187:1257–63. doi: 10.1086/374604

204. Moghaddam A, Olszewska W, Wang B, Tregoning JS, Helson R, Sattentau
QJ, et al. A potential molecular mechanism for hypersensitivity caused
by formalin-inactivated vaccines. Nat Med. (2006) 12:905–7. doi: 10.1038/
nm1456

205. Polack FP, Hoffman SJ, Crujeiras G, Griffin DE. A role for nonprotective
complement-fixing antibodies with low avidity for measles virus in atypical
measles. Nat Med. (2003) 9:1209–13. doi: 10.1038/nm918

206. Delgado MF, Coviello S, Monsalvo AC, Melendi GA, Hernandez JZ, Batalle
JP, et al. Lack of antibody affinity maturation due to poor Toll-like receptor
stimulation leads to enhanced respiratory syncytial virus disease. Nat Med.
(2009) 15:34–41. doi: 10.1038/nm.1894

207. Lambert SL, Aslam S, Stillman E, MacPhail M, Nelson C, Ro B, et al. A novel
respiratory syncytial virus (RSV) F subunit vaccine adjuvanted with GLA-SE
elicits robust protective TH1-type humoral and cellular immunity in rodent
models. PLoS One. (2015) 10:e0119509. doi: 10.1371/journal.pone.0119509

208. Yip MS, Leung NH, Cheung CY, Li PH, Lee HH, Daëron M, et al. Antibody-
dependent infection of human macrophages by severe acute respiratory
syndrome coronavirus. Virol J. (2014) 11:82. doi: 10.1186/1743-422X-11-82

209. Wang SF, Tseng SP, Yen CH, Yang JY, Tsao CH, Shen CW, et al. Antibody-
dependent SARS coronavirus infection is mediated by antibodies against
spike proteins. Biochem Biophys Res Commun. (2014) 451:208–14. doi: 10.
1016/j.bbrc.2014.07.090

210. Wan Y, Shang J, Sun S, Tai W, Chen J, Geng Q, et al. Molecular mechanism
for antibody-dependent enhancement of coronavirus entry. J Virol. (2020)
94:e2015–9. doi: 10.1128/JVI.02015-19

211. Walls AC, Xiong X, Park YJ, Tortorici MA, Snijder J, Quispe J, et al.
Unexpected receptor functional mimicry elucidates activation of coronavirus
fusion. Cell. (2019) 176:1026–39.e15. doi: 10.1016/j.cell.2018.12.028

212. Wang Q, Zhang L, Kuwahara K, Li L, Liu Z, Li T, et al. Immunodominant
SARS Coronavirus epitopes in humans elicited both enhancing and
neutralizing effects on infection in non-human primates. ACS Infect Dis.
(2016) 2:361–76. doi: 10.1021/acsinfecdis.6b00006

213. Afrough B, Dowall S, Hewson R. Emerging viruses and current strategies for
vaccine intervention. Clin Exp Immunol. (2019) 196:157–66. doi: 10.1111/cei.
13295

214. Murphy AA, Redwood AJ, Jarvis MA. Self-disseminating vaccines for
emerging infectious diseases. Expert Rev Vaccines. (2016) 15:31–9. doi: 10.
1586/14760584.2016.1106942

215. Tsuda Y, Parkins CJ, Caposio P, Feldmann F, Botto S, Ball S, et al.
A cytomegalovirus-based vaccine provides long-lasting protection against
lethal Ebola virus challenge after a single dose. Vaccine. (2015) 33:2261–6.
doi: 10.1016/j.vaccine.2015.03.029

216. Sánchez-Ramón S, Conejero L, NeteaMG, SanchoD, Palomares Ó, Subiza JL.
Trained immunity-based vaccines: a new paradigm for the development of
broad-spectrum anti-infectious formulations. Front Immunol. (2018) 9:2936.
doi: 10.3389/fimmu.2018.02936

217. Netea MG, Joosten LA, Latz E, Mills KH, Natoli G, Stunnenberg HG, et al.
Trained immunity: a program of innate immune memory in health and
disease. Science. (2016) 352:aaf1098. doi: 10.1126/science.aaf1098

218. Rusek P, Wala M, Druszczyñska M, Fol M. Infectious agents as stimuli
of trained innate immunity. Int J Mol Sci. (2018) 19:456. doi: 10.3390/
ijms19020456

219. Chien YW, Klugman KP, Morens DM. Efficacy of whole-cell killed bacterial
vaccines in preventing pneumonia and death during the 1918 influenza
pandemic. J Infect Dis. (2010) 202:1639–48. doi: 10.1086/657144

220. Berg MK, Yu Q, Salvador CE, Melani I, Kitayama S. Mandated bacillus
calmette-guérin (BCG) vaccination predicts flattened curves for the spread
of COVID-19. MedRxiv [Preprint]. (2020). doi: 10.1101/2020.04.05.2005
4163

221. WłodarczykM, DruszczyñskaM, FolM. Trained innate immunity not always
amicable. Int J Mol Sci. (2019) 20:2565. doi: 10.3390/ijms20102565

222. Callaway E. Scores of coronavirus vaccines are in competition – how will
scientists choose the best? Nature. (2020). doi: 10.1038/d41586-020-01247-2
[Epub ahead of print].

223. Sherman AC, Mehta A, Dickert NW, Anderson EJ, Rouphael N. The future
of flu: a review of the human challenge model and systems biology for
advancement of influenza vaccinology. Front Cell Infect Microbiol. (2019)
9:107. doi: 10.3389/fcimb.2019.00107

224. Yan W. Challenge accepted: human challenge trials for dengue. Nat Med.
(2015) 21:828–30. doi: 10.1038/nm0815-828

225. Poland GA. Tortoises, hares, and vaccines: a cautionary note for SARS-CoV-
2 vaccine development. Vaccine. (2020) 38:4219–20. doi: 10.1016/j.vaccine.
2020.04.073

226. Burton DR, Walker LM. Rational vaccine design in the time of COVID-19.
Cell Host Microbe. (2020) 27:695–8. doi: 10.1016/j.chom.2020.04.022

227. Corey BL, Mascola JR, Fauci AS, Collins FS. A strategic approach to COVID-
19 vaccine R&D. Science. (2020) 368:948–50. doi: 10.1126/science.abc
5312

228. Porta M. A Dictionary of Epidemiology. 5th ed. Oxford: Oxford University
Press. (2008).

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Copyright © 2020 Trovato, Sartorius, D’Apice, Manco and De Berardinis. This is an

open-access article distributed under the terms of the Creative Commons Attribution

License (CC BY). The use, distribution or reproduction in other forums is permitted,

provided the original author(s) and the copyright owner(s) are credited and that the

original publication in this journal is cited, in accordance with accepted academic

practice. No use, distribution or reproduction is permitted which does not comply

with these terms.

Frontiers in Immunology | www.frontiersin.org 20 September 2020 | Volume 11 | Article 2130

https://doi.org/10.1016/0042-6822(67)90144-4
https://doi.org/10.1084/jem.158.1.258
https://doi.org/10.1002/rmv.405
https://doi.org/10.1371/journal.ppat.1006565
https://doi.org/10.1126/science.aaf9590
https://doi.org/10.1126/science.aaf9590
https://doi.org/10.1093/oxfordjournals.aje.a120955
https://doi.org/10.1093/oxfordjournals.aje.a120955
https://doi.org/10.1086/374604
https://doi.org/10.1038/nm1456
https://doi.org/10.1038/nm1456
https://doi.org/10.1038/nm918
https://doi.org/10.1038/nm.1894
https://doi.org/10.1371/journal.pone.0119509
https://doi.org/10.1186/1743-422X-11-82
https://doi.org/10.1016/j.bbrc.2014.07.090
https://doi.org/10.1016/j.bbrc.2014.07.090
https://doi.org/10.1128/JVI.02015-19
https://doi.org/10.1016/j.cell.2018.12.028
https://doi.org/10.1021/acsinfecdis.6b00006
https://doi.org/10.1111/cei.13295
https://doi.org/10.1111/cei.13295
https://doi.org/10.1586/14760584.2016.1106942
https://doi.org/10.1586/14760584.2016.1106942
https://doi.org/10.1016/j.vaccine.2015.03.029
https://doi.org/10.3389/fimmu.2018.02936
https://doi.org/10.1126/science.aaf1098
https://doi.org/10.3390/ijms19020456
https://doi.org/10.3390/ijms19020456
https://doi.org/10.1086/657144
https://doi.org/10.1101/2020.04.05.20054163
https://doi.org/10.1101/2020.04.05.20054163
https://doi.org/10.3390/ijms20102565
https://doi.org/10.1038/d41586-020-01247-2
https://doi.org/10.3389/fcimb.2019.00107
https://doi.org/10.1038/nm0815-828
https://doi.org/10.1016/j.vaccine.2020.04.073
https://doi.org/10.1016/j.vaccine.2020.04.073
https://doi.org/10.1016/j.chom.2020.04.022
https://doi.org/10.1126/science.abc5312
https://doi.org/10.1126/science.abc5312
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles

	Viral Emerging Diseases: Challenges in Developing Vaccination Strategies
	Introduction
	Emerging and Re-Emerging Viral Infectious Diseases
	Epidemic Versus Pandemic

	Vaccine Platforms
	Inactivated and Live Attenuated Vaccines
	Nucleic Acid Vaccines: mRNA and DNA Vaccines
	Viral-Vector Vaccines
	Recombinant Protein-Based Vaccines

	Vaccines for Viral Infectious Diseases: State of Art
	WNV
	ZIKV
	YFV
	DENV
	CHIKV
	LASV
	EBOV
	MARV

	Current Status on Coronavirus Diseases
	Prevention
	Vaccines
	Passive Immunotherapy

	Vaccine Hurdles: Flavivirus Cross-Reactivity and Antibody-Dependent Enhancement
	Flavivirus Cross-Reactivity
	ADE: Antibody-Dependent Enhancement

	Other Options for Pandemic Containment
	Conclusion
	Author Contributions
	Funding
	References


