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Abstract: The expansion of the habitat of mosquitoes belonging to the Aedes genus puts nearly
half of the world’s population at risk of contracting dengue fever, and a significant fraction will
develop its serious hemorrhagic complication, which can be fatal if not diagnosed properly and
treated in a timely fashion. Although several diagnostic methods have been approved for dengue
diagnostics, their applicability is limited in rural areas of developing countries by sample preparation
costs and methodological requirements, as well as cross-reactivity among the different serotypes
of the Dengue virus and other flavivirus, such as the Zika virus. For these reasons, it is necessary
to generate more specific antigens to improve serological methods that could be cheaper and used
in field operations. Here, we describe a strategy for the inactivation of cross-reacting epitopes on
the surface of the Dengue virus envelope protein through the synthetic generation of recombinant
peptide sequences, where key amino acid residues from Dengue virus serotype 1 (DENV-1) and
2 (DENV-2) are substituted by alanine residues. The proteins thus generated are recognized by 88%
of sera from Dengue NS1+ patients and show improved serotype specificity because they do not
react with the antibodies present in seroconverted, PCR-serotyped DEN-4 infected patients.
Keywords: epitope inactivation; dengue; Zika; serological methods

1. Introduction
Dengue and other mosquito-borne viral diseases threaten heavily populated areas around the
world, and the expansion of the habitat of their vector and an increase in human mobility lead to the
introduction of novel infectious agents, which pose new challenges to national health services, as the
rapid spread of Chikungunya and Zika viruses in the Americas has demonstrated [1,2].
Four serotypes of Dengue viruses (DENV1 through DENV4) have been identified. In naturally
occurring infections, acquired immunity against one serotype rarely protects against a subsequent
secondary infection by any of the other serotypes [3–5], but the presence of circulating, non-neutralizing
antibodies against any of the serotypes increases the risk of severe hemorrhagic fever/shock syndrome
in patients infected by a different serotype in a secondary or concurrent exposure [4–6].
Viruses 2020, 12, 208; doi:10.3390/v12020208

www.mdpi.com/journal/viruses

Viruses 2020, 12, 208

2 of 13

The envelope E protein of the DENV virion is a major antigen determinant of its serotypes and
serves as a target for most of the antibodies generated by patients in naturally occurring infections [5,7].
The E protein of the Flaviviridae family, to which DENV belongs, is organized into three rigid,
beta-sheet-rich structural domains (I-III) that are linked by semiflexible loops [8–11].
E proteins form dimers that, along with the membrane M proteins, cover the entire surface of
the virion. The E protein mediates receptor binding and fusion during infection. Environmental
acidification upon cell internalization into the endocytic pathway leads to a conformational change
of the E proteins that trimerize at low pH, which allows for the insertion of the E protein into the
membrane of the endolysosomes and the escape of the genetic RNA material of the virion into the
cytosol [8,9,11,12].
These conformational changes are necessary for infectivity and are mediated by a loop at the tip
of Domain II, which is well preserved in all members of the Flaviviridae family and is recognized by
cross-reacting antibodies present in sera from patients infected by various flaviviruses [13].
Epitopes that also elicit cross-reacting antibodies against all four serotypes of DENV have been
identified in all three structural domains of the E protein, interspersed with other serotype-specific
epitopes [14–17]. The presence of these cross-reacting epitopes prevents the use of recombinant
full-length E proteins in serological diagnostic tests for DENV. Derivatives of non-structural Protein 1
(NS1) are currently used in serological tests approved by health systems worldwide [18–21]. However,
the expansion of the Zika virus (ZIKV) out of its original zones of high prevalence has shown the
cross-reacting properties of Dengue NS1 tests against this related flavivirus [22].
The co-circulation of flaviviruses (DENV, ZIKV) and other arboviruses (Chikungunya virus) that
share common mosquito vectors and cause febrile syndromes with common symptoms that impair
clinical criteria-based diagnosis, underscores the demand for better screening tests that allow for rapid
identification of etiological agents. Here, we describe a strategy for the inactivation of cross-reacting
epitopes in recombinant derivatives of DENV E protein through the alanine substitution of key amino
acid residues in synthetic E protein sequences.
2. Materials and Methods
2.1. Virtual Mutagenesis through Molecular Modeling Based on Crystal Structures of DENV-1 and
2 E Proteins
Crystal structures for DENV-1 (ID: 4GT0) [11] and DENV-2 (ID: 4UTC) [23] E proteins were
obtained from the Research Collaboratory for Structural Bioinformatics Protein Data Bank (RCSB
PDB) and visualized on the Swiss PDB viewer software suite [24]. Epitopes for which antigenic
determinants were identified at amino acid residue level [15–17,25] were labeled on the model and
their solvent-accessible profile was evaluated using the surface generating tool. Acidic (D, E), basic (K,
R), aromatic (F, W, Y) or proline (P) residues in cross-reacting epitopes [26] were substituted in silico by
alanine (A) residues using the mutation tool. Energy minimization of the resulting protein sequence
and structure prediction fitted to the available crystal was performed using the Swiss model software
and server [27,28]. Renders superposing the mutant over the wild-type structures were created using
PyMOL (OS X v. 2.0.5 Schrödinger; San Diego, CA, USA).
2.2. Generation of Synthetic Recombinant DENV E Proteins
The amino acid sequences that disrupted cross-reactive epitopes, but not the overall structure of
the E protein monomers, were selected for expression. A synthetic DNA sequence coding for the mutant
proteins was designed by the introduction of an appropriate translation start sites and stop codons,
and coding codons were optimized for expression in Escherichia. coli. The induction of the expression
of full-length mutant E proteins leads to cytotoxic effects that were overcome by the elimination of the
last 85 amino acids at the carboxy-termini of the mutant E polypeptides. The resulting final sequences
were expressed in E. coli and purified by affinity chromatography using a 10x His-tag introduced at
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the N-terminus of each protein. Synthetic DNA sequences and mutant recombinant E proteins with
preserved serotype-specific epitopes corresponding to DENV-1 (synthDENVElope 1) and DENV-2
(synthDENVElope 2) were produced by Genscript (Piscataway, NJ, USA). Control recombinant E
proteins from DENV-1, generated in insect cells (cat. No. DEN-033), or DENV-2, generated in E. coli
(cat. No.DEN-022), were purchased from Prospec (East Brunswick, NJ, USA).
2.3. Sequence of the Synthetic DENV E Proteins
2.3.1. syDENV-1 Product
MRCVGIGNRDFVEGLSGATWVDVVLEHGSCVTTMAKDKPTLDIELLKTEVTNPAVLRKLCIEA
KISNTTTDSRCPTQGEATLVEEQDTNFVCRRTFVDRGWGNGCGLFGKGSLITCAKFKCVTKLEGKIV
QYENLKYSVIVTVHTGDQHQVGNETTEHGTTATITPQAPTSEIQLTDYGALTLDCSPRTGLDFNEMV
LLTMKKKSWLVHKQWFLDLPLPWTSGASTSQETWNRQDLLVTFKTAHAKKQEVVVLGSQEGAMH
TALTGATEIQTSGTTTIFAGHLKCRLKMDKLILKGMSYVMCTGSFKLEKEVAETQHGTVLVQVKYEG
TDAPCKIPFSSQDEKGVTQNGRLITANPIVTDKEKPVNIEAEPPFGESYIVVGAGEKALKLSWFKKGSS
IGKMFEATARGARRMAILGDTAWDFGSIGGVFTSVGKLIHQIFGTAYGVLFSGVSWTMKIGIGILLT
WLGLNSRSTSLSMTCIAVGMVTLYLGVMVQA
2.3.2. syDENV-2 Product
MRCIGMSNRDFVEGVSGGSWVDIVLEHGSCVTTMAKNKPTLDFELIKTEAKQPATLRKYCIEAK
LTNTTTESRCPTQGEPSLNEEQDKRFVCKHSMVDRGWGNGCGLFGKGGIVTCAMFRCKKNMEGK
VVQPENLEYTIVITPHSGEEHAVGNDTGKHGKEIKITPQSSITEAELTGYGTVTMECSPRTGLDFNEMV
LLQMENKAWLVHRQWFLDLPLPWLPGADTQGSNWIQKETLVTFKNPHAKKQDVVVLGSQEGAM
HTALTGATEIQMSSGNLLFTGHLKCRLRMDKLQLKGMSYSMCTGKFKVVKEIAETQHGTIVIRVQYE
GDGSPCKIPFEIMDLEKRHVLGRLITVNPIVTEKDSPVNIEAEPPFGDSYIIIGVEPGQLKLNWFKKGSSI
GQMFETTMRGAKRMAILGDTAWDFGSLGGVFTSIGKALHQVFGAIYGAAFSGVSWTMKILIGVIITW
IGMNSRSTSLSVTLVLVGIVTLYLGVMVQA
2.4. Sera Sample Collection
The experimental protocol was approved by the Research and Ethics Committee at Universidad
de Monterrey (Protocol 092012-CIE, 22 February 2012). Sera samples from patients identified by
the Department of diagnostics of the Laboratorio Estatal de Salud Pública de Nuevo León were
collected from February to December 2015. Samples were collected after informed consent was
obtained from each patient and all samples were coded for anonymity. The presence of the NS1
protein was determined using the Platelia Dengue NS1 kit (cat. 72830, BioRad, Carlsbad, CA, USA).
The presence of anti-NS1 IgM and IgG antibodies was determined using Panbio capture ELISA kits (cat.
nos. E-DEN01M and E-DEN02G. Alere North America, Orlando, FL, USA), following the Mexican
national standards for Dengue diagnostics stated in Norma Oficial Mexicana NOM-032-SSA2-2010,
para la Vigilancia Epidemiológica, Prevención y Control de Enfermedades Transmitidas por Vector
(https://www.gob.mx/salud/documentos/norma-oficial-mexicana-nom-032-ssa2-2010). Naïve sera
were obtained from patients presenting to the service with febrile symptoms but were negative for
all three previously described Dengue NS1 (antigen plus IgM and IgG) tests. Samples from a total of
100 naïve sera and from 130 anti-NS1 IgG positive sera were identified, collected, aliquoted and stored
at −70 ºC until use. The pooled chemiluminescence signals of these presumptive naïve sera were used
as the baseline reference of the ELISA tests and are depicted by the dark blue boxes appearing in
Figures 4 and 5.
PCR serotyping of appropriate samples was performed following CDC recommendations [29].
DENV-4 positive serum samples were obtained from Laboratorio Estatal de Salud Pública de Yucatán
in Southern Mexico. The seroconversion of PCR-positive patients was determined with the anti-NS1
Panbio IgG capture ELISA kits described above. February.
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2.5. Chemoluminescence-Dependent Enzyme-Linked Immunosorbent Assay
Synthetic recombinant E proteins were resuspended in sodium carbonate buffer (100mM, pH=9.6)
at a final concentration of 50 ng/µL and were incubated (100 µL/well) overnight at 4 ºC in 96-well
polystyrene ELISA plates (cat. no. 3361, Corning Inc., Corning, NJ, USA). Wells were then washed
3 times for 5 min (3 × 50 ) in phosphate-buffered saline (PBS; 10mM phosphate buffer, 150 mM NaCl,
pH=7.4) supplemented with 0.05% Tween 20 detergent (PBS-Tween). Next, the wells were blocked
for 30 min with 100 µL of bovine serum albumin solution (1% in PBS-Tween). After washing the
wells (3 × 50 with PBS-Tween), 100 µL of sera sample diluted 1:500 in PBS-Tween was added per well,
in triplicate, and plates were incubated overnight at 4 ºC. In a series of experiments to determine
Viruses 2019, 11, x FOR PEER REVIEW
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Femto luminol substrate (cat. no. 37075; Thermo Fischer, Grand Island, NY, USA) was added per
well, incubated for 1 min, and plates were read under a Glomax multi-detector plate reader (Promega;
Madison, WI, USA) using the luminescence module with an integration of 0.5 s per well.
2.6. Statistical Analysis
Data distributions are represented as box plots. The median of the population is depicted by a
solid line, while the mean is depicted by a dashed line, within the boxes. The lower border of the boxes
represents the 10%, while the upper border represents the 90% percentiles of the data distribution.
Whiskers extend towards the 5% and 95% percentiles of the data distribution.
Group medians were compared using the non-parametrical Kruskall–Wallis ANOVA on ranks
test, followed by multiple comparison posthoc tests. Student-Newman-Keuls (SNK) for groups of
equal size and Dunn for unequal-size groups using the Sigmastat tools from Sigmaplot (v. 10.0; Systat
Software, San Jose, CA, USA).
3. Results
3.1. Alanine Substitutions Clustered in Two Separate Motifs on Domains I and III and on the Fusion Loop of
Domain II of the E Protein
The amino acid sequence of E protein is highly preserved among all DENV serotypes, and, for that
reason, several linear cross-reacting epitopes can be identified along the three domains of the E protein.
Some of these cross-reacting determinants are also preserved among other flaviviruses, such as those
conforming the fusion loop at the tip of Domain II (Figure 1 middle panel, amino acids surrounding
W101 in Domain II) [9,11,30–32]. By in silico modeling of the structure of the E proteins from DENV-1
and DENV-2, we identified the cross-reacting epitopes on the surface of the E proteins and then
systematically substituted either proline, charged or aromatic amino acid residues present in the
cross-reacting linear epitopes for alanine in order to alter their structure and inactivate them [17,26,33].
Those substitutions that lead to the alteration of the solvent accessible structure of the cross-reacting
epitopes, with minor perturbations to the overall 3D structure of the protein model, were selected for
the generation of mutant versions of the E proteins through synthetic DNA sequence generation and
expression in an E. coli heterologous system.
The interspersed serotype-specific epitopes were spared (Figure 1, right panel) to increase their
contribution in serological tests. Two synthetic variants of these mutant E proteins were generated:
one was based on the amino acid sequence of the DENV-1 E protein (syDENV-1) and the other one
was based on the sequence of the DENV-2 E protein (syDENV-2), each preserving the serotype-specific
epitopes of its corresponding parental sequence.
As shown in Figure 2, the alanine substitutions that did not alter the overall predicted structure
of the recombinant synthetic E proteins clustered in three separate and distinct motifs at the tips of
Domain II (the fusion loop; Figure 2a,b), Domain III (Figure 2a,c) and I (Figure 2a,d). According to
our molecular modeling analyses, alanine substitution altered the orientation of the lateral chains
of the amino acid residues (Figure 2b–d), disrupted the secondary structure of the peptide chain
(Figure 2b), or altered the orientation and extension of the antiparallel ß-sheets present in Domains I
and III (Figure 2c,d). All the selected substitutions altered the solvent-accessible surface of the linear
cross-reacting epitopes in the in silico 3D models.
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3.2. Recognition of the Synthetic DENV E Proteins by a Monoclonal Anti-DENV-2 Antibody
3.2. Recognition of the Synthetic DENV E Proteins by a Monoclonal Anti-DENV-2 Antibody
Synthetic DNA sequences coding for these redesigned mutant E polypeptides were generated
Synthetic DNA sequences coding for these redesigned mutant E polypeptides were generated
and two synthDENVElope proteins were expressed in E. coli. We then evaluated if they were capable
and two synthDENVElope proteins were expressed in E. coli. We then evaluated if they were capable
of binding to a monoclonal antibody directed against DENV-2 viral particles (clone NYRDeng2) in
of binding to a monoclonal antibody directed against DENV-2 viral particles (clone NYRDeng2) in a
chemiluminescent ELISA test. As shown in Figure 3, this monoclonal antibody recognized the two
synthDENVElope proteins, as well as the two recombinant wild-type DENV envelope proteins.
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4b). the syDENV-1 protein (Figure 4a), while a larger fraction, 36% (47/130),
recognized only the syDENV-2 polypeptide (Figure 4b).
The largest fraction, 43% (56/130) of the NS1+ positive sera contained IgG antibodies that
generated signals of similar intensities when reacting against both syDENV-1 and -2 proteins (Figure
4c). These results correlate with the epidemiological data for the period when the sera samples were
collected, because DENV-1 and DENV-2 were the only circulating DENV serotypes at the time. Only
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12% (16/130) of the sera generated signals close to the base-line levels generated by a panel of 100
8 of 13
naïve sera (dark-blue boxes in all panels), as shown in figure 4d.
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proteins (Figure 5a). Twenty percent of these DENV-1 positive sera did not react with any of the
synthDENVElope proteins (Figure 5b).
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protein (Figure 5c). As observed with the DENV-1 positive sera, 20% (2/10) of these sera did not
recognize any of the synthetic mutant E proteins (Figure 5d).
Remarkably, none of the sera from the DENV-4-positive patients, obtained from Chiapas state
in the southern region of Mexico, generated luminescent signals above the levels from naïve sera
(Figure 5e).
4. Discussion
The serological diagnosis of flaviviral infections is limited by the cross-reactivity of the major
antigenic determinants of this group of viruses. Most of the mosquito-airborne viruses, and their
vectors, are endemic to regions of the world where economic development prevents the widespread
use of molecular diagnostic methods that allow for the identification and serotypification of the
infecting virus.
For DENV infections, knowing the previous history of infections in a patient is extremely
important, because secondary infections by a different phenotype increase the risk of major hemorrhagic
complications of Dengue [34,35]. Moreover, with the expansion of new flaviviral agents into areas that
were not their usual niches, such as the introduction of the Zika virus into the Americas, the ability
to distinguish between infections caused by the different flavivirus co-circulating in a population is
imperative for health services around the world [1,2].
For these reasons, generating improved antigens that allow for the distinction between different
flaviviruses and/or their serotypes by the use of serological methods would be extremely useful. Several
strategies have been employed to modify the major antigenic determinants present on the surface
DENV, mainly the M and E proteins. These strategies include the expression of truncated versions of
the E protein, limiting the recombinant proteins to one of its three domains [36,37], and the inactivation
of epitopes by amino acid residue substitution [26].
Here, we describe a strategy for designing synthetic sequence coding variants of the DENV
envelope protein, where in silico substitutions of key amino acid residues constituting linear epitopes
on the E protein are tested for their capability to alter the tridimensional conformation surrounding the
linear epitope without disrupting the overall predicted structure of the recombinant protein. Some of
the mutations correspond to previously described amino acid substitutions that inactivate cross-reacting
epitopes such as those around the fusion loop on Domain II of the E protein, chiefly Trp-101 (Figure 1,
middle panel; Figure 2b) [26], which is conserved by the members of the Flaviviridae family [31].
Inactivation of this fusion-loop epitope by alanine substitution leads to decreased immunoreactivity to
monoclonal mouse antibodies directed against the flaviviral E proteins and would prevent cross-reaction
between different members of this family [32].
This in silico modeling allows for the design of artificial DNA sequences coding for mutant E
proteins and their expression in heterologous systems. By using recombinant proteins expressed
in bacteria, we were able to evaluate the effect of inactivating several linear epitopes preserved by
all DENV serotypes to cross-reactivity against sera from DENV-infected patients. We designed two
synthetic proteins based on the sequences of the DENV E protein preserving the linear serotype-specific
epitopes of DENV-1 (syDENV-1) or DENV-2 (syDENV-2) while inactivating most of the linear epitopes
conserved along all serotypes of DENV [10,17,26,32].
Both synthetic DENV E proteins were recognized by a commercially available monoclonal antibody
directed against whole DENV-2 virions (clone NYRDeng2) (Figure 3), generating lower luminescence
levels in an indirect ELISA test than the wild-type recombinant DENV-2 E protein expressed in bacteria
but similar luminescence levels to the wild-type recombinant DENV-1 E protein expressed in insect
cells (Figure 2 rightmost boxes). Because the epitope recognized by this monoclonal antibody has not
been characterized, it is not clear if it binds to a linear or structural epitope, but this result suggests that
the overall conformation and immunoreactivity of our synthetic proteins is not much different from
that of other available recombinant DENV E proteins and that the substitutions we introduced can
decrease binding to an antibody directed against a specific DENV serotype.
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The mutant synthetic DENV E proteins were also able to bind to the IgG antibodies present in
the sera of DENV NS1+ patients because nearly 88% (114/130) of these serum samples generated
ELISA signals higher than those of a panel of naïve sera (Figure 3). Most of these sera (103/130,
roughly 79%) were able to recognize the mutant synthDENVElope-2 protein, which correlates with
a higher incidence of DENV-2 infections in Nuevo Leon state in Mexico during the period when
samples were collected (https://www.gob.mx/salud/documentos/direccion-general-de-epidemiologiapanorama-epidemiologico-de-dengue-2015-semana-epidemiologica-52).
Nearly half (56/103) of the sera samples that bound to the syDENV-2 protein also bound to the
syDENV-1 protein. These results, taken together with the results obtained in the ELISA experiments
using a monoclonal DENV-2 antibody (Figure 2), indicate that some of the cross-reacting epitopes
remain intact in our syDENV-2 protein and/or that the overall structure of this protein is better preserved
than that of the syDENV-1 protein. Our experiments with the sera obtained from PCR-serotyped,
seroconverted patients also suggest that the antigenicity of syDENV-2 is better preserved because
nearly all DENV-1 and -2 positive sera were able to generate higher levels of luminescence in our
ELISA test when reacting against the syDENV-2 protein than when reacting against the syDENV-1
protein (Figure 4a–d). Whether the remaining cross-reacting epitopes present in the syDENV-2 protein
represent linear or structural epitopes remains to be determined.
However, we were able to identify the NS1+ sera that selectively recognized just one of the syDENV
proteins, either syDENV-1, which represents the smallest fraction (11/130 sera) of syDENV-positive sera
in our sample, or syDENV-2, which represent a larger fraction (47/103) of the NS1-+ sera. These results
suggest that it is possible to improve the serospecificity of recombinant DENV E proteins by using
synthetic biology strategies. This scenario is also supported by our results obtained by analyzing the
interaction of sera from PCR-positive DENV-4 seroconverted because these sera samples were not able
to bind to any of our synthetic DENVElope proteins.
Our results show that substituting key residues for alanine within linear epitopes on the surface
of the DENV E protein abolishes the contribution of some cross-reacting epitopes to its antigenicity,
improving is utility for serological diagnostic methods. The modification of structural epitopes could
further improve the contribution of serotype-specific epitopes, which could lead to the development
of better antigens for serological determination of infecting DENV serotypes and/or discrimination
among different flavivirus, such as the Zika virus.
The use of this kind of strategy would allow for the generation of serospecific synthetic antigens
that can be expressed in bacterial systems. The use of the improved DENV antigens in serological
diagnostic methods would decrease the complexity and costs incurred by the current PCR-based gold
standard methods of DENV serotyping, which are not always available in rural areas of the world.
Author Contributions: Conceptualization, V.C.Z.-S. and R.V.; methodology, V.C.Z.-S., R.V., K.R.M.-G. and
A.E.E.-R.; validation, A.M.R.-E.; formal analysis, V.C.Z.-S., R.V. and A.M.R.-E.; investigation, K.R.M.-G., A.E.E.-R.,
M.C.D.-G., E.G.-A.; resources, A.M.R.-E.; data curation, K.R.M.-G. and R.V.; writing—original draft preparation,
V.C.Z.-S. and R.V.; writing—review and editing, A.M.R.-E. and A.E.E.-R.; visualization, V.C.Z.-S. and R.V.;
supervision, V.C.Z.-S. and R.V.; funding acquisition, V.C.Z.-S. and R.V. All authors have read and agreed to the
published version of the manuscript.
Funding: This work was supported by Consejo Nacional de Ciencia y Tecnología (CONACYT) of Mexico [grant
numbers: CB-2014-22006 to V.C. Zomosa-Signoret, FOSISS-2011-161933 and CB-2013-220342 to R. Vidaltamayo]
and División de Extensión, Consultoría e Investigación, Universidad de Monterrey grants (2017,2018) to R.
Vidaltamayo. A.E. Rodriguez-Estrada was a recipient of a Doctoral fellowship from CONACyT.
Acknowledgments: Authors would like to thank C. Farinha for his continuous support while writing the
manuscript of the paper.
Conflicts of Interest: The authors declare no conflict of interest.

References
1.

Gabaglia, C.R. Zika virus and diagnostics. Curr. Opin. Pediatr. 2017, 29, 107–113. [CrossRef] [PubMed]

Viruses 2020, 12, 208

2.
3.
4.

5.

6.

7.
8.
9.
10.
11.
12.
13.
14.

15.
16.
17.

18.

19.

20.
21.

22.

12 of 13

Galindo-Fraga, A.; Ochoa-Hein, E.; Sifuentes-Osornio, J.; Ruiz-Palacios, G. Zika Virus: A New Epidemic on
Our Doorstep. Rev. Investig. Clin. 2015, 67, 329–332.
Singla, N.; Chaudhary, P.; Thakur, M.; Chander, J. Dengue: An Analysis of Epidemiological Pattern over a
Six Year Period. J. Clin. Diagn. Res. 2016, 10, DC12–DC14. [CrossRef] [PubMed]
Reddy, M.N.; Dungdung, R.; Valliyott, L.; Pilankatta, R. Occurrence of concurrent infections with multiple
serotypes of dengue viruses during 2013-2015 in northern Kerala, India. PeerJ 2017, 5, e2970. [CrossRef]
[PubMed]
Nivarthi, U.K.; Kose, N.; Sapparapu, G.; Widman, D.; Gallichotte, E.; Pfaff, J.M.; Doranz, B.J.; Weiskopf, D.;
Sette, A.; Durbin, A.P.; et al. Mapping the Human Memory B Cell and Serum Neutralizing Antibody
Responses to Dengue Virus Serotype 4 Infection and Vaccination. J. Virol. 2017, 91. [CrossRef] [PubMed]
Wang, T.T.; Sewatanon, J.; Memoli, M.J.; Wrammert, J.; Bournazos, S.; Bhaumik, S.K.; Pinsky, B.A.;
Chokephaibulkit, K.; Onlamoon, N.; Pattanapanyasat, K.; et al. IgG antibodies to dengue enhanced
for FcgammaRIIIA binding determine disease severity. Science 2017, 355, 395–398. [CrossRef] [PubMed]
Patel, B.; Longo, P.; Miley, M.J.; Montoya, M.; Harris, E.; de Silva, A.M. Dissecting the human serum antibody
response to secondary dengue virus infections. PLoS Negl. Trop. Dis. 2017, 11, e0005554. [CrossRef]
Modis, Y.; Ogata, S.; Clements, D.; Harrison, S.C. A ligand-binding pocket in the dengue virus envelope
glycoprotein. Proc. Natl. Acad. Sci. USA 2003, 100, 6986–6991. [CrossRef]
Modis, Y.; Ogata, S.; Clements, D.; Harrison, S.C. Structure of the dengue virus envelope protein after
membrane fusion. Nature 2004, 427, 313–319. [CrossRef]
Modis, Y.; Ogata, S.; Clements, D.; Harrison, S.C. Variable surface epitopes in the crystal structure of dengue
virus type 3 envelope glycoprotein. J. Virol. 2005, 79, 1223–1231. [CrossRef]
Klein, D.E.; Choi, J.L.; Harrison, S.C. Structure of a dengue virus envelope protein late-stage fusion
intermediate. J. Virol. 2013, 87, 2287–2293. [CrossRef] [PubMed]
Stiasny, K.; Fritz, R.; Pangerl, K.; Heinz, F.X. Molecular mechanisms of flavivirus membrane fusion.
Amino Acids 2011, 41, 1159–1163. [CrossRef] [PubMed]
Stiasny, K.; Kiermayr, S.; Holzmann, H.; Heinz, F.X. Cryptic properties of a cluster of dominant flavivirus
cross-reactive antigenic sites. J. Virol. 2006, 80, 9557–9568. [CrossRef] [PubMed]
Mason, P.W.; Zugel, M.U.; Semproni, A.R.; Fournier, M.J.; Mason, T.L. The antigenic structure of dengue
type 1 virus envelope and NS1 proteins expressed in Escherichia coli. J. Gen. Virol. 1990, 71 Pt 9, 2107–2114.
[CrossRef]
Simantini, E.; Banerjee, K. Epitope mapping of dengue 1 virus E glycoprotein using monoclonal antibodies.
Arch. Virol. 1995, 140, 1257–1273. [CrossRef] [PubMed]
Roehrig, J.T.; Bolin, R.A.; Kelly, R.G. Monoclonal antibody mapping of the envelope glycoprotein of the
dengue 2 virus, Jamaica. Virology 1998, 246, 317–328. [CrossRef]
Chaudhury, S.; Gromowski, G.D.; Ripoll, D.R.; Khavrutskii, I.V.; Desai, V.; Wallqvist, A. Dengue virus
antibody database: Systematically linking serotype-specificity with epitope mapping in dengue virus.
PLoS Negl. Trop. Dis. 2017, 11, e0005395. [CrossRef]
Vivek, R.; Ahamed, S.F.; Kotabagi, S.; Chandele, A.; Khanna, I.; Khanna, N.; Nayak, K.; Dias, M.; Kaja, M.K.;
Shet, A. Evaluation of a pan-serotype point-of-care rapid diagnostic assay for accurate detection of acute
dengue infection. Diagn. Microbiol. Infect. Dis. 2017, 87, 229–234. [CrossRef]
Shukla, M.K.; Singh, N.; Sharma, R.K.; Barde, P.V. Utility of dengue NS1 antigen rapid diagnostic test for
use in difficult to reach areas and its comparison with dengue NS1 ELISA and qRT-PCR. J. Med. Virol. 2017,
89, 1146–1150. [CrossRef]
Granger, D.; Leo, Y.S.; Lee, L.K.; Theel, E.S. Serodiagnosis of dengue virus infection using commercially
available antibody and NS1 antigen ELISAs. Diagn. Microbiol. Infect. Dis. 2017, 88, 120–124. [CrossRef]
Chuansumrit, A.; Chaiyaratana, W.; Pongthanapisith, V.; Tangnararatchakit, K.; Lertwongrath, S.; Yoksan, S.
The use of dengue nonstructural protein 1 antigen for the early diagnosis during the febrile stage in patients
with dengue infection. Pediatr. Infect. Dis. J. 2008, 27, 43–48. [CrossRef] [PubMed]
van Meer, M.P.A.; Mogling, R.; Klaasse, J.; Chandler, F.D.; Pas, S.D.; van der Eijk, A.A.; Koopmans, M.P.G.;
Reusken, C.; GeurtsvanKessel, C.H. Re-evaluation of routine dengue virus serology in travelers in the era of
Zika virus emergence. J. Clin. Virol. 2017, 92, 25–31. [CrossRef] [PubMed]

Viruses 2020, 12, 208

23.

24.
25.
26.

27.
28.

29.
30.
31.
32.

33.
34.
35.

36.
37.

13 of 13

Rouvinski, A.; Guardado-Calvo, P.; Barba-Spaeth, G.; Duquerroy, S.; Vaney, M.C.; Kikuti, C.M.;
Navarro Sanchez, M.E.; Dejnirattisai, W.; Wongwiwat, W.; Haouz, A.; et al. Recognition determinants
of broadly neutralizing human antibodies against dengue viruses. Nature 2015, 520, 109–113. [CrossRef]
[PubMed]
Guex, N.; Peitsch, M.C. SWISS-MODEL and the Swiss-PdbViewer: An environment for comparative protein
modeling. Electrophoresis 1997, 18, 2714–2723. [CrossRef] [PubMed]
Serafin, I.L.; Aaskov, J.G. Identification of epitopes on the envelope (E) protein of dengue 2 and dengue 3
viruses using monoclonal antibodies. Arch. Virol. 2001, 146, 2469–2479. [CrossRef]
Lin, H.E.; Tsai, W.Y.; Liu, I.J.; Li, P.C.; Liao, M.Y.; Tsai, J.J.; Wu, Y.C.; Lai, C.Y.; Lu, C.H.; Huang, J.H.; et al.
Analysis of epitopes on dengue virus envelope protein recognized by monoclonal antibodies and polyclonal
human sera by a high throughput assay. PLoS Negl. Trop. Dis. 2012, 6, e1447. [CrossRef]
Arnold, K.; Bordoli, L.; Kopp, J.; Schwede, T. The SWISS-MODEL workspace: A web-based environment for
protein structure homology modelling. Bioinformatics 2006, 22, 195–201. [CrossRef]
Biasini, M.; Bienert, S.; Waterhouse, A.; Arnold, K.; Studer, G.; Schmidt, T.; Kiefer, F.; Gallo Cassarino, T.;
Bertoni, M.; Bordoli, L.; et al. SWISS-MODEL: Modelling protein tertiary and quaternary structure using
evolutionary information. Nucleic Acids Res. 2014, 42, W252–W258. [CrossRef]
Johnson, B.W.; Russell, B.J.; Lanciotti, R.S. Serotype-specific detection of dengue viruses in a fourplex
real-time reverse transcriptase PCR assay. J. Clin. Microbiol. 2005, 43, 4977–4983. [CrossRef]
Rey, F.A.; Heinz, F.X.; Mandl, C.; Kunz, C.; Harrison, S.C. The envelope glycoprotein from tick-borne
encephalitis virus at 2 A resolution. Nature 1995, 375, 291–298. [CrossRef]
Allison, S.L.; Schalich, J.; Stiasny, K.; Mandl, C.W.; Heinz, F.X. Mutational evidence for an internal fusion
peptide in flavivirus envelope protein E. J. Virol. 2001, 75, 4268–4275. [CrossRef] [PubMed]
Lai, C.Y.; Williams, K.L.; Wu, Y.C.; Knight, S.; Balmaseda, A.; Harris, E.; Wang, W.K. Analysis of cross-reactive
antibodies recognizing the fusion loop of envelope protein and correlation with neutralizing antibody titers
in Nicaraguan dengue cases. PLoS Negl. Trop. Dis. 2013, 7, e2451. [CrossRef] [PubMed]
Davidson, E.; Doranz, B.J. A high-throughput shotgun mutagenesis approach to mapping B-cell antibody
epitopes. Immunology 2014, 143, 13–20. [CrossRef] [PubMed]
Lourenco, J.; Recker, M. Dengue serotype immune-interactions and their consequences for vaccine impact
predictions. Epidemics 2016, 16, 40–48. [CrossRef]
Ferguson, N.M.; Rodriguez-Barraquer, I.; Dorigatti, I.; Mier, Y.T.-R.L.; Laydon, D.J.; Cummings, D.A. Benefits
and risks of the Sanofi-Pasteur dengue vaccine: Modeling optimal deployment. Science 2016, 353, 1033–1036.
[CrossRef]
Tripathi, N.K.; Shrivastava, A.; Biswal, K.C.; Rao, P.V. Recombinant dengue virus type 3 envelope domain III
protein from Escherichia coli. Biotechnol. J. 2011, 6, 604–608. [CrossRef]
Guzman, M.G.; Hermida, L.; Bernardo, L.; Ramirez, R.; Guillen, G. Domain III of the envelope protein as a
dengue vaccine target. Expert Rev. Vaccines 2010, 9, 137–147. [CrossRef]
© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

