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Molecular epidemiology suggests Venezuela
as the origin of the dengue outbreak in
Madeira, Portugal in 2012-2013
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Abstract

An explosive epidemic occurred in Madeira Island (Portugal) from
October 2012 to February 2013. Published data showed that
dengue virus type | introduced from South America was the
incriminated virus. We aim to determine the origin of the strain
introduced to Madeira by travellers returning to Europe. Using
phylogeographic analysis and complete envelope sequences we
have demonstrated that the most probable origin of the strain is
Venezuela.
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After more than 80 years without dengue fever in Europe, in
2010 autochthonous transmission was reported in France and
Croatia [|]. In October 2012, a cluster of autochthonous cases
was reported in Madeira, Portugal [2]. The outbreak in Madeira
evolved rapidly because of the abundance of the competent
vector Aedes aegypti [3] and the totally naive population,
resulting in over 2168 cases from 26 October 2012 to 3 March
2013. Until 3 February 2013, at least 78 cases in |13 other Eu-
ropean countries were reported as introductions via travellers
departing from Madeira [4]. The causative virus was identified
as dengue virus type | (DENV-1) [5].

A recent study investigating Madeira air travel inter-
connectivity to track the possible origin of DENV-1 introduc-
tion in Europe indicated that from 22 948 air travellers to
Madeira in 2012 arriving from 29 dengue endemic countries,
almost 90% of them came from Venezuela and Brazil [6]. In
addition, in 2012 DENV-I| partial capsid pre-membrane se-
quences were obtained from two Finnish travellers (399 and
396 nucleotides, respectively) returning from Madeira to
Finland with dengue fever [7]. These sequences were similar to
that of an autochthonous case from Madeira and grouped
phylogenetically with South American lineages within the
America/Africa genotype. Analysis of partial E sequences from
Belgian travellers reported similar findings [7,8]. These findings
suggest a unique introduction from a South American country
to Madeira.

Here we report for the first time the full envelope dengue
sequence data from travellers who had acquired dengue fever in
Madeira and compared them with recent sequences obtained
from travellers returning from South America to find the most
probable source of the epidemic.

As part of a collaborative study to monitor dengue virus
importation into Europe through travellers (Dengue tools
project, www.denguetools.net), we collected acute positive
samples (as detected by RT-PCR or Non-structural protein |
antigen test (NSI-Ag)), from the beginning of 2012 from pa-
tients seen by each of the |7 Tropical Medicine centres
enrolled in the study in || European countries [9] onwards.
Positive samples were sent to the reference laboratory (Insti-
tuto de Salud Carlos Ill, Madrid, Spain) for strain isolation and
characterization. Samples from travellers returning to Europe
from Madeira or South America were selected for comparing
virus sequences at the Envelope (E) gene and its junction with
the NS/ gene. The ethics review board of both hospitals
approved this study.

Briefly, RNAs were extracted with a Qiamp viral RNA
extraction kit (Qiagen, Hilden, Germany), and the complete E
gene (1485 nucleotides) and the E/NS/ junction (441 nucleo-
tides) of DENV-1 strains were RT-PCR amplified [I0]. The

Clin Microbiol Infect 2015; 21: 713.e5-713.e8

Clinical Microbiology and Infection © 2015 The Authors. Published by Elsevier Ltd on behalf of European Society of Clinical Microbiology and Infectious Diseases

This is an open access article under the CC BY-NC-ND license (http://creativecommons.org/licenses/by-nc-nd/4.0/)

http://dx.doi.org/10.1016/j.cmi.2015.03.016


mailto:francolet@isciii.es
mailto:francolet@gmail.com
http://www.denguetools.net
http://creativecommons.org/licenses/by-nc-nd/4.�0/
http://dx.doi.org/10.1016/j.cmi.2015.03.016

(/0"p/pu-du-Aq/sasuad1)/B10"suoWILIOIDARER.D//:d1IY) BsUsdl| AN-DN-AZ DD Y3 Japun dpnJe ssadde uado ue si siy|

8°E1L-S¥E1L ‘1T ‘IWD ‘soseasiq snonasju| pue A30[01qo.dlly (el JO A191205 Ueado.ing 4o Jfeyaq uo P Ja1A9s[3 Aq PRYSIIANg "SIOYINY BYL §| 07 @ UORIBJU pue AS0[oIqouIlN [EdIUID

* — AB074760_JAP_1953
| AF425619_HAW_1945 T—
p—
*u—:;'.‘-ngg&ns MAL_2005
| *| p—m‘ﬁvnzﬂ%‘w 2001
| *,‘* Amsoua _CHI_1980 I
E Aggpes-e-1em
* . M. AY732477_THA_19!
- *| 00000502 THA 1980
* AFA25612_AUS_1983 %
I—l L Q285558 REU 2004
*r o 0285561 -REU-3004 IV
EF032500 CHI 1996
* ) zos:'!ud‘;ﬂFPV 2001
AF425622_NAL_1972 I l I
T FN825674_MAL_2005
e AF425615_BIR_1976
* o o AY722803_BIR_1908 ]- “
— [’——— AY7: -
| * 32474 THA_1980 DQ285562_REU_1993
SI * “BQOIGBSZIND1998 e
_‘ \SIA : * “Da01685%, LRK 2801
= = * ) * JMTSHSDSQRLS;gaI‘ND 2008
Birmania * = IN3Q3581_IND_2009
G3357553 SGP3008
A [
Japan/Hawai ‘ xR i
Malaysia | KGRI IND 2010,
Singapore * - IRoe7a35-b-3010
Thailand SRS TEE e « JF9679327IND-2010
Others *| *r i — %gsggﬁ REV 2004
F e O 5 0 2006

Euamzss SGP_2005

FJ850077 BRA_2003
FJ850084 BRA_2005
FJ850090_BRA_2007
FJ850070_BRA, 2000

JB50087 BRA_2006

N“go?ma '}Ang\ozznm
* AF425szs PER 1991

P i —— TS5 PEC 1S 100

GQ868601_VGI_1985

FJ410183_PRC_1983
re
0175 _PRC_1994
.W|0189 PRC_1996
FJ390379_P 199!
Y TIb6E PAR To0h
* FJ390380_PRC_1998
FA3I78-PRE-1938
7_COL_1998
FJ744701_VEN_2004 o
FJ850093_BRA_2008 s
GQ868562_COL_2005 AF““”DQ:E‘11:°?1;€XM%X“1933
FJ850101_VEN_2007 Fis62105_PRC_1993
FJ873809_VEN_2007 “?ff&“&s“'%"n;:‘é:njus o
VEN| FJ639824_VEN_2006 o 00 Gnss. mc_ma
?.3.? cﬁl 1993 g
0.96 FJ639796_VEN_2004 i
GQ868570_COL_2008 53%11,; o X"gsg
MUC15_MAD_2012 AFEEBRE B o g 01

AL 95%?%% S?BRA 2001
PR N 2004

cossmng_“'l‘mx 2008

RS
98

GU1

51019_VEN_2010

VEN ST, 3 0%952 VEN_2012

0.99 GQ868564_COL_2006

| x

AMERICA

Brazil
Colombia
Mexico
Nicaragua
Puerto Rico
Venezuela

|*

EU482610_VEN_2007

0.03 substitutions/site

FIG. I. Bayesian Markov Chain Monte Carlo phylogenetic tree with ancestral state reconstruction of geographical origin of dengue virus type | (DENV-I) strains. Branch colours indicate the most
probable country of origin. The tree is midpoint rooted. Tip names indicate the GenBank accession number and the year of sampling. Asterisks indicate nodes with posterior probabilities of >0.90. (Insert)
Expansion of the phylogeny section containing the three sequences obtained in this work (in italics and underlined). Nodes are labelled with the most probable state, and its posterior probability is shown

below.
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amplification products were purified and sequenced using a set
of 15 primers (11 internal and two external primers for E, plus
two external primers for E/NS/). In total, we obtained the
sequences from three new isolates: one from a German trav-
eller returning from Madeira in 2012, and two from Spanish
travellers returning from Venezuela in 2010 and 2012. These
sequences were aligned with 140 other DENV-I| sequences
retrieved from GenBank, and chosen to represent the different
virus genotypes and different geographical origins and time of
detection for each genotype. Using this sequence data set, a
Bayesian Markov Chain Monte Carlo (MCMC) phylogenetic
tree was inferred with BEAST vI1.7.5 [I 1], incorporating the
best-fitted nucleotide substitution model as determined by
JMODELTEST 2.1.3 [12].

The MCMC tree revealed that the DENV-I strains obtained
in the present study belonged to genotype V (America/Africa),
and clustered within one of the South American sub-lineages,
forming a monophyletic group together with strains recently
isolated in Colombia and Venezuela (Fig. |). Nucleotide iden-
tities in the complete E gene among the sequences belonging to
this monophyletic group (Venezuela and Colombia sub-
lineages) displayed a 99.93% nucleotide identity within
Madeira strain (MUCI5-2012) and Venezuela strain (51019-
2010) and 99.86% with the most recent Venezuelan strain
(1052-2012). The MCMC tree was also used to reconstruct the
ancestral state of the geographical origin of DENV-1 sequences
at each node of the phylogeny, and hence to trace the origin of
the strain introduced in Madeira. The MCMC tree annotated
with node state (i.e. country of origin) indicated that Venezuela
was the most probable source of the strain introduced in
Madeira (Posterior probability = 0.99) (see insert in Fig. |). Our
phylogenetic data directly comparing two Venezuelan strains
against one from Madeira, obtained in 2010 and 2012, respec-
tively, show a very high identity (99%). According to our phy-
logeographical analysis, the strain GQ868570, Colombia 2008,
probably originated in Venezuela and circulated in North
Colombia (North Santander state, border with Venezuela’s
Zulia and Téchira states) and was circulating in the region from
2006 until 2008, and meanwhile was detected Venezuela in
2010 and 2012. Hence, the genetic characterization of dengue
virus strains from travellers recently returning from South
America indicated that the DENV-I strain responsible for the
outbreak in Madeira was most probably introduced from
Venezuela. This finding is in accordance with recent in-
vestigations by Wilder-Smith et al. [6] on the interconnectivity
via air travel between countries where dengue is endemic and
Madeira. In this study, the importation index into Madeira—a
measure of the risk of dengue introduction from a given
country, based on both travel volume and dengue incidence in

that country, was higher for Venezuela than for the other 29
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dengue endemic countries with interconnectivity with Madeira.
This abundant exchange of travellers is due to the large Por-
tuguese community in Venezuela, mostly coming from Madeira,
which is the second biggest in Latin America [I3]. Indeed,
Venezuela is the only Latin American country with direct flights
from its capital (Caracas) to Madeira. This cultural connection
may have contributed to dengue introduction in Madeira.

The recent explosive epidemic of chikungunya in the
Americas showed how a single introduction of an Asian strain
[14] spread from the initial outbreak in the Caribbean and
circulated over the continent, reaching more than | million
cases by January 2015. In this regard, Venezuela with more than
34 000 affected people [I5] poses a risk of introduction of
chikungunya into Madeira during the next months as occurred
with dengue in 2012. In conclusion, our phylogenetic analyses
provide compelling evidence that Venezuela is the source of
DENV-I introduced into Madeira in 2012.
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