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Abstract

Background: Chikungunya was, from the European perspective, considered to be a travel-related tropical
mosquito-borne disease prior to the first European outbreak in Northern Italy in 2007. This was followed by cases of
autochthonous transmission reported in South-eastern France in 2010. Both events occurred after the introduction,
establishment and expansion of the Chikungunya-competent and highly invasive disease vector Aedes albopictus
(Asian tiger mosquito) in Europe. In order to assess whether these outbreaks are indicative of the beginning of
a trend or one-off events, there is a need to further examine the factors driving the potential transmission of
Chikungunya in Europe. The climatic suitability, both now and in the future, is an essential starting point for
such an analysis.

Methods: The climatic suitability for Chikungunya outbreaks was determined by using bioclimatic factors that
influence, both vector and, pathogen. Climatic suitability for the European distribution of the vector Aedes
albopictus was based upon previous correlative environmental niche models. Climatic risk classes were derived by
combining climatic suitability for the vector with known temperature requirements for pathogen transmission,
obtained from outbreak regions. In addition, the longest potential intra-annual season for Chikungunya transmission
was estimated for regions with expected vector occurrences.
In order to analyse spatio-temporal trends for risk exposure and season of transmission in Europe, climate change
impacts are projected for three time-frames (2011–2040, 2041–2070 and 2071–2100) and two climate scenarios
(A1B and B1) from the Intergovernmental Panel on Climate Change (IPCC). These climatic projections are based on
regional climate model COSMO-CLM, which builds on the global model ECHAM5.

Results: European areas with current and future climatic suitability of Chikungunya transmission are identified. An
increase in risk is projected for Western Europe (e.g. France and Benelux-States) in the first half of the 21st century
and from mid-century onwards for central parts of Europe (e.g. Germany). Interestingly, the southernmost parts of
Europe do not generally provide suitable conditions in these projections. Nevertheless, many Mediterranean regions
will persist to be climatically suitable for transmission. Overall, the highest risk of transmission by the end of the
21st century was projected for France, Northern Italy and the Pannonian Basin (East-Central Europe). This general
tendency is depicted in both, the A1B and B1 climate change scenarios.
(Continued on next page)
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Conclusion: In order to guide preparedness for further outbreaks, it is crucial to anticipate risk as to identify areas
where specific public health measures, such as surveillance and vector control, can be implemented. However,
public health practitioners need to be aware that climate is only one factor driving the transmission of vector-borne
disease.
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Background
Chikungunya virus (CHIKV) is an alphavirus (family
Togaviridae) and was first isolated during an outbreak in
Tanzania in 1953 [1]. The virus causes a disease form that
typically consists of an acute illness with fever, rash and
long-lasting incapacitating arthralgia [2,3]. In recent years,
CHIKV has re-emerged in Africa, the Indian Ocean
islands (especially on Reunion Island) and the Indian sub-
continent as well as South-eastern Asia [3]. The main dis-
ease vectors are the two aedine mosquito species, Aedes
aegypti and Aedes albopictus [2,4,5]. In the past, large epi-
demics were related to the presence of the primary vector
A. aegypti, the Yellow fever mosquito, which is also the
main vector of the dengue virus [2,6,7]. A. aegypti was
established in southern parts of continental Europe until
the mid-1900s but subsequently disappeared for reasons
that are not completely understood [7].
During the last few years, A. aegypti has established a

permanent population in Madeira, Portugal [8], where a
recent dengue outbreak occurred [9]. A. aegypti has also
re-established in the Caucasian region, bordering the Black
Sea [10]. It was also introduced further north, such as
around the harbour of Rotterdam, Netherlands, in 2010,
but mosquito control activities resulted in its eradication in
that area [11]. Indeed, establishment of A. aegypti might be
more difficult in colder climates, as this appears to be a
limiting factor for the mosquito in continental Europe [12].
Similarly, temperate regions have proven, thus far, to be

of limited suitability for autochthonous CHIKV transmis-
sion. The disease was predominantly perceived as travel-
related risk in continental Europe until the outbreaks of
2005 and 2006, in which Reunion Island and several
neighbouring islands in the Indian Ocean were affected,
raising concerns about novel trends of the CHIKV trans-
mission cycle. During this time, genomic micro-evolution
of CHIKV enabled transmission by a secondary mosquito
vector, A. albopictus [4], with the consequence that Chi-
kungunya epidemics can now also occur in regions where
the primary vector, A. aegypti, is missing [4,5].
The possibility of transmission of CHIKV by A. albo-

pictus is significant for continental Europe due to the
anthropogenically-faciliated expansion of this mosquito
[6,13]. The first introduction of A. albopictus in Europe
took place in Albania in 1979 [14] and later into the port
town of Genoa, Italy, in 1990 due to the importation of
used tires [15]. Upon its second arrival, A. albopictus be-
came well established in Southern Europe [16,17]. This in-
creases the risk that autochthonous CHIKV transmission
may arise, as European populations of A. albopictus ex-
hibit a remarkable high vector competence for CHIKV
[18,19]. Indeed, the first epidemic of Chikungunya fever in
Europe occurred in Ravenna, Northern Italy, with more
than 200 affected humans after virus introduction from
India [20]. Very recently, two children without travel
history became infected in Provence-Alpes-Côte d’Azur,
South-eastern France, all originating from a travel-related
case coming from an outbreak area in India [21]. In both,
the Italian and French outbreaks, A. albopictus is be-
lieved to have acted as the vector. In another example,
A. albopictus transmitted dengue virus in Southern
France [22] and Croatia in 2010 [23,24]. In light of such
developments, along with intensive exchange of travellers
between epidemic areas and Europe, the European Centre
for Disease Prevention and Control (ECDC) launched a
project to assess the risk of introduction and transmission
of CHIKV in Europe [25].
Several studies have previously highlighted the increasing

climatic suitability for A. albopictus in Europe as a conse-
quence of climate change [12,26-28]. Until now, however,
the risk for CHIKV transmission has been deduced from
the current climatic situation [29]. Climatic requirements
for pathogen circulation in outbreak regions and vector suit-
ability must then be addressed as crucial factors [30]. Sur-
prisingly few studies evaluate the spatio-temporal future
trends in the risk of CHIKV transmission under European
climate change scenarios through the 21st century. Here, we
close this research gap by pursuing the following questions:

I. Which continental European regions are at risk
(currently and under climate change scenarios),
based upon temperature conditions from endemic
Chikungunya areas?

II. Which continental European regions are at risk
(currently and under climate change scenarios),
when accounting for temperature requirements for
CHIKV replication and the climatic suitability
(including temperature and precipitation) of the
vector A. albopictus?
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III. How long would the potential season of CHIKV
transmission last in European areas with assumed A.
albopictus establishment?
Methods
Methodological challenge and strategy in brief
The focus of this study was to determine spatial and tem-
poral climate-derived risk exposure for European regions
facing potential transmission of CHIKV. Temperature re-
quirements were derived from the literature based on
areas where CHIKV circulated during past outbreaks
(1995–2007). These temperature requirements were then
used to model the current and expected future climatic
suitability for CHIKV transmission in continental Europe.
The climatic suitability for CHIKV transmission was

then combined with the climatic suitability of habitats
for the vector A. albopictus that is based on temperature
and precipitation requirements. This was done in order
to determine climatic risk classes of CHIKV transmis-
sion for European regions by considering both pathogen
and vector requirements. In addition, the longest poten-
tial intra-annual season for CHIKV transmission was es-
timated for regions, where vector occurrence has been
observed or can be expected in the future. Differences
between future projections are evaluated. All analyses
were carried out in ArcGIS 10.0™.
Mapping temperature requirements for the Chikungunya
virus
Temperature requirements for CHIKV were obtained
from a previous study [29]. Tilston et al. [29] examined
progression of several Chikungunya epidemics in rela-
tion to local monthly mean temperatures (Tmean) and
derived minimum Tmean needed for an outbreak. Inter-
estingly, outbreaks started at different Tmean in different
geographical localities: 20°C in Italy and Reunion Island,
22°C in India, 24°C in Africa, and 26°C in (Southeast)
Asia, respectively.
One conclusion from this is that a Tmean of 20°C ap-

pears to be the minimum threshold for Chikungunya
outbreaks. However, in Italy and Reunion Island, Tmean

at the beginning of the outbreak was at least 22°C.
Hence, we assume a higher CHIKV transmission risk in
regions with mean temperatures greater than 20°C for a
period of at least one month. This assumption is sup-
ported by the fact that an amplification of CHIKV within
the vector A. albopictus may occur if at least seven days
provide temperatures of 26°C [31]. Therefore, higher
temperatures will likely increase the risk of transmission
as they lead to shorter Extrinsic Incubation Periods
(EIP), defined as the time interval between acquisition of
an infectious agent by a vector and the vector’s ability to
transmit the agent to other susceptible vertebrate hosts.
In order to produce the analysis, the first step involved
working with rastered data for Tmean for the current
situation in Europe, obtained from worldclim.org [32].
For each raster cell, Tmean of the warmest month was
selected and classified according to the requirements
noted above. Projected data for future development of
Tmean was obtained from the regional climate model
COSMO-CLM [33] and classified same way. Pre-
processing of the netCDF (network Common Data
Form) files of COSMO-CLM demands climate data
operator codes [34], before transformation into raster
format suitable for a Geographical Information System
(GIS) was possible. Spatial resolution of the latter was
lower, so climatic data coming from worldclim.org [32]
was up-scaled to the 18 km resolution of the COSMO-
CLM data via cubic convolution. The COSMO-CLM re-
gional climate model is derived from the driving global
model ECHAM5 by dynamical downscaling procedures
and covers continental Europe in its entirety [33]. The
advantage of working with regional climate models is
that they simulate climate change effects more precisely
than global models do (resolution > 100 km), which is
especially useful for climate change impact studies of
ecological processes and vector-borne diseases [35].
Two of the emission scenarios implemented in

COSMO-CLM (A1B and B1) were used for climate pro-
jections assessment. The A1 scenario family is based on
the assumption of an integrated world with single sce-
narios being characterised by rapid economic growth
and a quick spread of new and efficient technologies.
Human energy use in the A1B scenario itself is based on
a balanced emphasis on all energy sources [36]. The B1
scenario also assumes a globalised world with rapid eco-
nomic growth, but with changes towards an economy
primarily based on service and information. The em-
phasis is global solutions to economic, social and envir-
onmental stability [36]. The B1 scenario corresponds
with the ambitious target of the European Union of
keeping anthropogenic warming below 2 Kelvin up to
the end of the 21st century in comparison to a baseline
preindustrial level [37]. To derive climatic trends, Tmean

data were averaged over intervals of thirty years (2011–
2040, 2041–2070, 2071–2100).

Climatic suitability for the vector Aedes albopictus
Data concerning climatic suitability for the vector A.
albopictus for current and future conditions in Europe
was obtained from a previous study [27]. For the pur-
pose of this study, the Maximum Entropy approach, im-
plemented in the MaxEnt software (latest version 3.3.3k)
[38], was applied as correlative species distribution
model. MaxEnt does not work with real absences, but
with an “environmental background”. This approach ac-
counts for both types of “absence” information: either



Fischer et al. International Journal of Health Geographics 2013, 12:51 Page 4 of 12
http://www.ij-healthgeographics.com/content/12/1/51
the species does not occur at a given location, or no one
has been tried to find it there.
We used the results from the global Statistic-based

model (SBM). In short, from a global database of 6347
documented occurrence records of A. albopictus a strati-
fied subsampling was conducted resulting in 1119 re-
cords that were used as model input in order to avoid
inflated results (see [27] for details). Multiple records
within one grid cell were additionally removed. The im-
portance of each variable was quantified in a twofold
manner with a Jackknife test implemented in MaxEnt.
First, models training gain was measured for all variables
in isolation and for the remaining set of variables when
the isolated variable is dropped from the set. The gain
indicates how closely the model is concentrated around
the presence samples and can be compared with devi-
ance as a measure of goodness of fit [38]. To reduce col-
linearity in the data set, variables that had a Pearson
correlation coefficient r > 0.7 with any other higher-
ranking variable in the results of the Jackknife test were
removed. Variables were tested for collinearity before and
after upscaling of the climatic data from worldclim.org
[32] to the resolution of the COSMO-CLM data. The final
input variables of the model are annual mean temperature,
annual precipitation, and precipitation of the warmest as
well as of the coldest quarter and altitude. Models were
trained using a random subset (70%) of occurrence data,
tested on the remaining 30% and procedure, replicated
100 times and finally averaged (see [27] for details). The
model performance was quantified using the area under
the receiver operator characteristic curve (AUC).
The study outputs are climate suitability maps with

values ranging from 0 (completely unsuitable) to 1 (ex-
tremely favourable conditions). For this study, climate
suitability maps were reclassified into five probability
classes in equal breaks from zero to one (0.2, 0.4, 0.6,
0.8). Projections of climatic suitability refer to data from
the climate model COSMO-CLM [33], time-frames
(2011–2040, 2041–2070, 2071–2100) and scenarios
(A1B and B1), which were used for projections of
CHIKV temperature requirements.

Risk classification for potential Chikungunya transmission
In order to address the second research question (which
regions are at risk and will be at risk under climate
change scenarios), pathogen temperature requirements
and vector climatic suitability were combined via an
overlay procedure. This type of risk classification to de-
tect transmission potential of a vector-borne disease em-
bedded in a GIS environment has been described
previously [39].
We postulate the simple relationship that higher tem-

peratures for the virus and higher climatic suitability for
the vector result in higher risk for CHIKV transmission
in European regions (Figure 1). Based on this, we cre-
ated five climatic-derived risk classes upon values for
Tmean, representing pathogens constraints at different
geographical regions and five suitability classes for the
vector A. albopictus. Projections were done for each
climate change time-frame and scenario. As precipita-
tion was a variable in the analysis of the vector climate
suitability, this ensured that misleading projections of
high-risk areas in hot but dry areas are excluded. The
results from this overlay were mapped to illustrate risk
of CHIKV transmission in Europe, using the raster
calculator implemented in ArcGIS 10.0™. Additionally,
we calculated the percentage of affected area of each risk
class for specific European countries.

Determining the length of season for Chikungunya
transmission
The potential length of the intra-annual season of
CHIKV transmission was determined by tallying the
number of months in which thermal virus´ requirements
are fulfilled for each cell of the environmental raster. In
order to gain the most conservative estimate, the thresh-
old was set to a minimum Tmean of 20°C (minimum
temperature where transmission has been observed ac-
cording to Tilston et al. [29]). The procedure was carried
out for current climatic conditions, each time-frame
(2011–2040, 2041–2070, 2071–2100) and scenario (A1B
and B1). Once this information was obtained, the num-
ber of months with respective minimum Tmean (≥ 20°C)
were displayed as raster maps.
However, presenting solely number of months suited for

pathogen threshold without consideration of potential vec-
tor occurrences would overestimate the risk for CHIKV.
Consequently, the potential season of transmission was
identified for regions with assumed presence of the vector
A. albopictus. We reclassified the suitability maps of the
SBM for the vector A. albopictus [27] into binary maps
by determining a certain suitability threshold to cat-
egorise in regions with expected absence or presence.
In environmental niche modelling, a number of proce-
dures for choosing such thresholds exist [40]. Thus, in
order to account for the effect of such a threshold choice
for species range shifts under climate change [41], we used
two established procedures for threshold estimation.
First, a rather classical choice of threshold is separating

indices at 0.5, where suitability values range theoretically
from zero to one [42,43]. This fixed choice of threshold is
not adapted to specific data and modelling results. Second,
equalisation of sensitivity and specificity (SeSpeql) by
minimising the absolute difference between sensitivity and
specificity is another established method [44-47]. Sensitiv-
ity and specificity are statistical measures of performance
of a binary classification test. Sensitivity measures the pro-
portion of actual positives, which are correctly identified



Figure 1 Climatic-derived risk classes for Chikungunya transmission. Temperature requirements for the occurrence of Chikungunya virus
were obtained from the analysis of Tilston et al. [29]. Chikungunya virus occurrences are observed for values of the mean monthly temperature in
different regions. Virus information is combined with the spatial climatic suitability of the vector Aedes albopictus from Fischer et al. [27].
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as such. Specificity measures the proportion of negatives
which are correctly identified. The probability threshold
was chosen at the level where sensitivity (number of true
positives divided by the sum of true positives and false
negatives) equals specificity (number of true negatives di-
vided by the sum of true negatives and false positives). We
calculated the percentage of affected areas for the season
of CHIKV transmission for respective European countries
(based on SeSpegl-method to determine the threshold of
assumed vector occurrence).

Results
Temperature requirements for Chikungunya virus
European regions at risk were identified based upon
temperature conditions from endemic Chikungunya areas
Figure 2 Fulfilling of temperature requirements for the Chikungunya
two emission scenarios (A1B and B1) from the Intergovernmental Panel on
model COSMO-CLM.
(Figure 2). Based on the previously detected temperature
requirements [29], the mean temperature of the warmest
month (Tmean) was mapped for the current situation as
well as the projected future (scenarios B1 and A1B, time
frames 2011–2040, 2041–2070 and 2071–2100). Currently,
western, central, eastern and northern parts of Europe do
not have mean temperatures higher than 20°C during the
warmest month. Such conditions were solely fulfilled in
southern parts of Europe. Generally, large parts of Southern
Europe will exceed the lowest observed requirements for
Tmean of 20°C and achieve values of 26°C. The size of
these regions will expand during the 21st century.
Interestingly, there are no remarkable differences be-
tween the two scenarios concerning temperature condi-
tions for half a century. In the three last decades of the
virus in Europe. Projections for different time-frames are based on
Climate Change, implemented in the regional climate
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century (2071–2100), in comparison to the B1 scenario,
the A1B scenario predicts temperatures of the warmest
month to be up to two Kelvin higher in Western, Central
and Eastern parts of Europe. This may have severe conse-
quences for Central and Eastern Europe (e.g. Czech
Republic, Germany and Poland) as there the lowest re-
quirements were not projected to be fulfilled in the B1
projection while they were for large parts of the countries
in the A1B scenario.

Risk classification by overlaying of vector and virus maps
Assessing which European regions are at risk was done
by accounting for temperature requirements for CHIKV
replication and the climatic suitability of the vector A.
albopictus. The models demonstrated high model per-
formance, as indicated by an AUC value of 0.89 (±0.01)
for the SBM of the vector. Currently, the risk of CHIKV
transmission is highest for the southernmost parts of
Europe. As a general tendency, the climatic risk of
CHIKV will increase in Europe and the increase in risk
exposure is more pronounced in the A1B scenario in
comparison to the B1 scenario (Figure 3 and Additional
file 1). A persisting high suitability for CHIKV transmis-
sion throughout the 21st century is projected for the Po
valley in Emilia Romagna, Northern Italy. The climatic
risk for CHIKV transmission is moreover projected to in-
crease in the Western coastal Mediterranean areas of the
Balkan States and Greece as well as in the Pannonian
Basin. The Black Sea coast of Turkey must be aware of in-
creasing climatic suitability for CHIKV transmission.
A spatially limited risk is projected for mid-century

conditions in Central Europe. South-eastern parts of the
British Isles will be at limited risk at the end of the 21st
century, according to both currently available scenarios.
Figure 3 Risk map for Chikungunya transmission in Europe generated
virus with the climatic suitability of the vector Aedes albopictus. Proje
(A1B and B1) from the Intergovernmental Panel on Climate Change, implem
The northernmost parts, Scandinavia and the Baltic
states, will not likely be subject to climate-induced risk.

Potential season of transmission
A final research question for this paper relates to the po-
tential season of CHIKV transmission in Europe. First,
we present only the number of months with suitable
temperatures for CHIKV replications, without consider-
ation of the vector. Obviously, the number of months
with suitable temperatures increases for many European
regions (Figure 4 and Additional file 1). Currently, a
Tmean of 20°C or higher in at least one month is re-
stricted to countries in Southern Europe. Yet, by the end
of the current time-frame (2011–2040), up to three
months can be expected in Western Europe, regardless
the chosen climate change scenario. With temporal
delay, temperature requirements will be fulfilled for at
least one month in Central (2041–2070) and many parts
of Eastern Europe (2071–2100). By the end of the cen-
tury, five months with minimum temperatures of at least
20°C are projected for many parts of Southern Europe
(in both scenarios). Differences in scenarios do, however,
arise for the end of the 21st century (2071–2100) in
Central and Eastern Europe. In the A1B scenario, most
of the regions are identified with at least one month of
fulfilled requirements, while in B1 scenario only spatially
limited regions are highlighted there. In addition, the risk
in the south-easternmost part of the United Kingdom is
more extended in A1B projection. The tendencies in
Western and Southern Europe are the same throughout
the 21st century.
The number of months with suitable temperatures for

CHIKV replication is only one part of the story to deter-
mine the potential season of transmission. Therefore, we
by combining temperature requirements of the Chikungunya
ctions for different time-frames are based on two emission scenarios
ented in the regional climate model COSMO-CLM.



Figure 4 Number of months with mean temperature ≥20°C as minimum requirement for the transmission of Chikungunya virus.
Projections for different time-frames are based on two emission scenarios (A1B and B1) from the Intergovernmental Panel on Climate Change, im-
plemented in the regional climate model COSMO-CLM.
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also assessed the number of months with suitable temper-
atures for CHIVK replications for those regions with ex-
pected presence of A. albopictus. This determination of
the potential transmission season is based on the number
of months with the lowest observed temperature require-
ment of 20°C and on the modelled distribution of the vec-
tor A. albopictus. The threshold for vector presences via
SeSpeql-method was calculated to be 0.371. We also used
the classical fixed value of 0.5. Presence of the species can
be expected if these thresholds are met or exceeded in the
respective region. Due to lower threshold value for the oc-
currence of A. albopictus via SeSpeql-method, more areas
are identified where A. albopictus may be present, in
Figure 5 Length of transmission season for Chikungunya (in months)
albopictus can be expected. The threshold for occurrences from continuo
difference between the sensitivity and specificity, resulting in a specific valu
time-frames are based on two emission scenarios (A1B and B1) from the In
regional climate model COSMO-CLM.
comparison the conservative fixed threshold of 0.5. This
resulted in more regions under consideration for the po-
tential season of transmission by applying the SeSpeql-
method (Figure 5) than by applying the conservative
threshold (Additional file 2).
The following detailed interpretation is for the results

of the SeSpeql-method (Figure 5). Currently, the longest
possible period of transmission is identified along the
Mediterranean coast line with a maximum of three
months. Regardless of the chosen climate change sce-
nario, areas of widened transmission windows will be
the Pannonian Basin, the Po Valley, where the season of
transmission might even rise up to five months from
, but filtered by areas, where the presence of the vector Aedes
us values of suitability was obtained by minimising the absolute
e (0.371) as threshold for vector occurrences. Projections for different
tergovernmental Panel on Climate Change, implemented in the
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mid-century onwards. Moreover, three months of trans-
mission will be possible in wide ranges of Central and
Western Europe. In large parts of France the potential
season of transmission could be four months. Interest-
ingly, some regions where the potential transmission ex-
ists are geographically close to regions where the vector
A. albopictus is not expected to occur. This is especially
apparent in south-eastern parts of the Iberian Peninsula.

Discussion
Relevance, novelty and uncertainty in modelling
approaches
The European-wide projections for A. albopictus account
for changing patterns of activity phase or/and climatic
suitability [12,26-28]. Frequently, spatial risk analyses
for CHIKV transmission are based on calculating (and
mapping) the basic reproduction number R0 [30,47-49].
However, in the case of CHIKV in Europe this type of
modelling can be very misleading as one key factor for
such models is the vector density, which is not yet
known [50]. Therefore, in this study we pursued an al-
ternative approach, in which we indicate regions where
the climate is favourable for CHIKV transmission.
Combined risk maps for the climatic suitability of the
vector (A. albopictus) and the temperature thresholds
for CHIKV transmission are derived via classification
functions in order to identify spatial patterns at differ-
ent future time-frames. This insight guided the climatic
risk maps presented here of potential CHIKV transmission
zones for all of Europe that address both the current and
expected future climatic conditions. We provide an add-
itional map indicating all of the mentioned regions and lo-
calities of the mentioned European regions or localities in
the text for an easy interpretation (Additional file 3). Dif-
ferences in projected time-frames and scenarios are evalu-
ated. As European climates become more permissive in
the future, further spread of A. albopictus to higher lati-
tudes on the continental European scale [12,26-28] and to
higher altitudes on the local scale is anticipated [51,52].
The objective of this study was to further assess the

potential role of climate in CHIKV transmission in con-
tinental Europe, both now and in the future. For this
purpose, we applied climate change data from a regional
climate model in order to to ensure the best accuracy
available [35]. One of the main benefits of this study is
the consideration of different temperature requirements
for Chikungunya outbreaks during current conditions
and at different time horizons. Additionally, the ap-
proach followed in this paper allowed for the seasonal
(intra-annual) trend in potential transmission to be iden-
tified. The model results of this current and future
climatic risk analyses by combining habitat suitability for
the vector A. albopictus in Europe [27] and the
temperature requirements for the CHIKV [29] are all
based on the same climatic data basis, worldclim.org
[32] and COSMO-CLM [33], respectively.
We identify the effect of spatial autocorrelation in

MaxEnt models for the vector A. albopictus based on
Moran’s I calculation as a source of uncertainty [see 27].
However, upscaling the bioclimatic data coming from
worldclim.org [32] to the resolution of the data from
COSMO-CLM [33] had no significant effect. Consistent
with the findings of other authors [53], we note that geo-
graphical corrections of clustered data improved reliabil-
ity of predictions due to lower values of Moran’s I, but
did not resolve the problem entirely.
The choice of a threshold for determining species

presence is one of the most challenging issues in species
distribution modelling [40]. Reliability of risk analysis for
CHIKV transmission that is based on the presence of a
competent mosquito vector is highly sensitive to this
issue. In order to consider the range of approaches, two
established settings were applied. First, we compared the
results to those that were derived from a conservative
and fixed choice of threshold of 0.5 [42,43]; and second,
in order to consider the findings that the general thresh-
old contributed to uncertainty in predictions under cli-
mate change [40], data-adapted thresholds choice based
on SeSpeql was used that is considered as one of the
most accurate threshold choices [54,55]. The results
from this study demonstrate that differences concerning
vector occurrences are remarkable when applying differ-
ent threshold criteria. Consequently, interpretation of re-
sults is intricate for those regions where the intra-annual
season for transmission is determined on the basis of as-
sumed occurrences of the vector A. albopictus.

Climate data: limitations and assumptions for risk analyses
The role of climate change in the recent outbreak of
CHIKV in Northern Italy, the first recorded outbreak in a
temperate region, is uncertain [56]. The impact of global-
isation, however, is clear, as travel and trade lead to the
introduction of A. albopictus in Europe and the subse-
quent introduction of CHIKV into a formerly non-
endemic area [3]. It should be noted that the future-
orientated models in this paper are based upon climatic
factors. The risk with this approach is that climate-impact
studies are inevitably vulnerable to some degree of climate
reductionism, in which climatic drivers of change are
prioritised vis-à-vis other important disease drivers [57].
One reason for this is that there are no good projections
that consider biological, socioeconomic or other drivers of
the future spread of CHIKV. In this study, socioeconomic
factors are incorporated only through the way in which
they factor into the different emissions assumptions
underpinning the IPCC A1B and B1 scenarios.
Currently, the next generation of climate scenarios are

in development, which will be helpful for future climate
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impact studies [58]. The new parallel process for the
development of such scenarios is characterised by an
extensive exchange between scientific disciplines. One
major advantage is that socio-economic uncertainties
affecting both adaptation and mitigation appear to be
better accounted for, perhaps particularly in the rainfall
induced climate extremes [58,59]. This becomes even
more crucial, as the impact of precipitation on vector
distribution is elusive. In general, precipitation signals
depend on local phenomena [59], leading to temporary
increases of breeding sites for mosquitoes after e.g.
heavy rains. Any deviations in the relationship between
heavy rains and breeding sites can reasonably be as-
sumed to be caused by human activities [60].
In coastal Kenya, the epidemic Chikungunya fever

emergence after unusually warm, dry conditions, whereas
previous epidemics in Africa and Asia followed heavy rain
[61]. The applied niche model for vector’s potential distri-
bution does also account for a certain amount of rainfall
as important explanatory variable in a global dimension.
However, reality on the regional or local scale is more
complex. In Kenya, infrequent replenishment of water
stores during drought may have led to an increase of do-
mestic A. aegypti populations, thus heightening the risk
for CHIKV circulation. In the Mediterranean an increase
of frequency of droughts has already been observed [62].
Here, private water storages may create additional breed-
ing sites for the container breeding mosquitoes in regions
where occurrences are not projected yet. However, within
this study we do not address local and short-term phe-
nomena but focus on general tendencies in a longer tem-
poral dimension on a continental scale of Europe.

Vector and pathogen specific factors in disease
transmission
One assumption in this study is that evidence from the
current climatic situation can help to detect risk zones
of vector-borne diseases. However, the vector as well as
the virus could evolve to their changing environment in
space and/or time, with unpredictable results. In the case
of the vector, climatic data were used as explanatory vari-
ables of a species distribution model for the vector A.
albopictus [27]. It is worth mentioning that A. albopictus
prefers anthropogenic habitats and has further environ-
mental or biological preferences, which are not accounted
for in our niche model. Nevertheless, it is shown that
climatic-derived distribution models can predict the
current distribution of this mosquito in Europe at a high
spatial resolution (< 20 km) in a valid quality [26-28].
The risk analysis is exclusively based on one possible

vector species, namely A. albopictus. In addition to the
vector competence of A. albopictus for CHIKV, it must
be taken into account that further aedine species are also
capable of transmitting this alphavirus [2,3]. Biotic
interactions e.g. between competitive mosquitoes in lar-
val or adult stage may play a decisive role in species es-
tablishment. The primary vector is thought to be A.
aegypti. The risk of re-establishment of A. aegypti in the
continental interior of Europe is on one hand related to
permanent populations of the mosquito in Madeira [9]
and the Caucasian region of the Black Sea [10], and on
the other hand to continual introductions by intercon-
tinental transportation. In particular past experiences of
the Netherlands showed introduced populations [63]
originated from Miami, Florida, USA which are cur-
rently eliminated due to intensified mosquito control
activities [11]. This highlights the necessity to account
for a Europe-wide control of intercontinental transpor-
tation systems [64]. In order to detect areas for mos-
quito control activities, the minimum survival
temperature of mosquito eggs over the winter should be
taken into account. A. aegypti only tolerates long term
cold treatments not lower than −2°C; a −7°C cold period
for more than one hour causes a complete breakdown of
hatching [65]. Therefore, the establishment and spread of
A. aegypti in temperate Europe seems to be mitigated by
European winter temperatures. In any case, A. albopictus
is probably the mosquito that replaces resident and fur-
ther invasive mosquito most effectively e.g. [66], justifying
the focus on this vector in this study.
The frost tolerance of A. albopictus may be crucial for

risk analyses. In Italy, cold acclimation as overwintering
strategy has been observed for A. albopictus [67]. Under
laboratory conditions, the low-temperature thresholds
for the survival of post-diapausing and non-diapausing
eggs of A. albopictus have been identified [65]. It can be
assumed that besides changes in long-term trends the
frequency and intensity of climatic extremes will in-
crease [59], which will have serious effects for the alter-
ation of vector habitats, which has not been accounted
so far in projections of distribution.
The temperature required for CHIKV transmission was

adapted from the compilation of endemic regions given in
Tilston et al. [29]. This contains the risk that temperature
requirements used here may be superimposed by other
factors, which were not accounted for. A more accurate
way to determine a temperature threshold for transmis-
sion would be to identify the extrinsic incubation period
(EIP) via laboratory experiments [68]. For the dengue
virus, this temperature-dependent EIP has been mapped
and projected for the European continent [69]. In the case
of CHIKV, concrete laboratory controlled studies aiming
to determine the temperature-dependent EIP of different
CHIKV strains in different vectors are currently missing.

Outlook and concluding remarks
In general, there is a growing consensus that infectious
diseases transmitted via vectors are especially affected by
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climate change, when regarding the northern limits of dis-
tribution [70], which is also shown within this study. Add-
itional work should be conducted to improve the models
and/or with laboratory data about the temperature re-
quirement in light of virus evolution and changing vector
distribution [71]; it should combine both information on
pathogen requirements and bioclimatic conditions of the
vector(s) A. albopictus and A. aegypti. It would be further-
more of particular interest to distinguish between areas of
possible establishment of aedine vectors in Europe and
areas with sufficiently long weeks of activity (ranging from
spring hatching to autumn diapause).
As a consequence of global transport and travelling, sev-

eral exotic viruses and/or disease vectors were introduced
in Europe and became established thereafter [13]. This ne-
cessitated vector control strategies [72]. In current years,
the number of travel-related CHIKV infections increased
in many European countries [73]. Combined assessment
of potential virus introduction by using e.g. the VBD-Air
tool [74] with climatic zones may form an evidence base
for concepts of efficient mitigation strategies.
Once climatic risk zones and potential introduction

gateways have been identified, a comprehensive CHIKV
risk assessment needs to be expanded to account for so-
cietal and demographic drivers in order to adapt public
health systems [75,76]. Then, an overall view of all rele-
vant impacts could be used to evaluate the way in which
surveillance ought to be implemented or modified [77].
If diseases emerge, then adaptation strategies are re-
quired to be available in order to protect public health
from the impending threat [78].
Additional files

Additional file 1: Percentage of affected area of France, Germany,
Greece, Italy and Spain in the respective risk classes and the
potential season of transmission periods for the A1B and B1
scenario during this century according to Figures 3 and 5. The
calculation of transmission is based on the method of equalisation of
sensitivity and specificity as threshold-setting method to determine vec-
tor’s occurrence.

Additional file 2: Potential season of transmission for Chikungunya
virus. From the map of the number of months with at least 20°C as
mean temperature, only those areas were considered, where the
presence of the vector Aedes albopictus can be expected, according to
the fixed threshold (0.5) for vector occurrences from the continuous scale
for climatic suitability. Projections for different time-frames are based on
the two IPCC-scenarios (A1B and B1), implemented in the regional cli-
mate model COSMO-CLM.

Additional file 3: Map of mentioned European regions and
localities in the main text.
Abbreviations
A. aegypti: Aedes aegypti (Yellow fever mosquito); A. albopictus: Aedes
albopictus (Asian tiger mosquito); AUC: Area under the receiver operator
characteristic curve; CHIKV: Chikungunya virus; ECDC: European Centre for
Disease Prevention and Control; EIP: Extrinsic incubation period;
GIS: Geographical Information System; netCDF: network Common Data Form;
SBM: Statistic-based model; SeSpeql: Equalisation of sensitivity and specificity
(as threshold-setting method); Tmean: Mean monthly temperature.

Competing interests
The authors declare that they have no financial or non-financial competing
interests.

Authors’ contributions
JCS, JES and BS initiated the project “Climate modelling for Chikungunya”
(OJ/08/02/2012-PROC/2012/012). DF, SMT and CB developed the idea for the
specific analysis. DF, AH, SMT and NBT practised the analysis. CB, JCS, JES and
BS contributed to the model design. DF, SMT and AH prepared figures and
additional files. All authors contributed to the manuscript, commented on
drafts critically and edited the final version of this paper. All authors read and
approved the final version of the manuscript.

Acknowledgements
This study represents part of the results of the project “Climate modelling for
Chikungunya” (OJ/08/02/2012-PROC/2012/012), which is coordinated by the
European Centre of Disease Prevention and Control. The Department of
Biogeography, University of Bayreuth, Germany is assigned with the analysis. DF
and AH gratefully acknowledge financial support from this project. The work of
SMT and NBT was supported by a grant from the “Bavarian State Ministry of the
Environment and Public Health” (ZKL01Abt7_60875). The constructive
comments of four anonymous reviewers helped to improve this paper.

Author details
1Department of Biogeography, University of Bayreuth, Bayreuth, Germany.
2Present address: Technische Universität München (TUM), Munich, Germany.
3European Centre for Disease Prevention and Control (ECDC), Stockholm,
Sweden.

Received: 3 May 2013 Accepted: 10 July 2013
Published: 12 November 2013

References
1. Robinson MC: An epidemic of virus disease in Southern Province,

Tanganyika Territory, in 1952–53. I. Clinical features. Trans R Soc Trop Med
Hyg 1955, 49:28–32.

2. Pialoux G, Gaüzèe B-A, Jauréguiberry S, Strobel M: Chikungunya, an
epidemic arbovirosis. Lancet Infect Dis 2007, 7:319–327.

3. Burt FJ, Rolpf MS, Rulli NE, Mahalingam S, Heise MT: Chikungunya: a re-
emerging virus. Lancet 2012, 379:662–671.

4. Schuffenecker I, Iteman I, Michault A, Murri S, Frangeul L, Vaney MC, et al:
Genome microevolution of Chikungunya viruses causing the Indian
Ocean outbreak. PLoS Med 2006, 3:1058–1070.

5. Tsetsarkin KA, Vanlandingham DL, McGee CE, Higgs S: A single mutation in
Chikungunya virus affects vector specificity and epidemic potential.
PLoS Pathog 2007, 3:e201.

6. Lambrechts L, Scott TW, Gubler DJ: Consequences of the expanding
global distribution of Aedes albopictus for dengue virus transmission.
PLoS Negl Trop Dis 2010, 4:e646.

7. Reiter P: Yellow fever and dengue: a threat for Europe. Euro Surveill 2009,
15:pii=19509.

8. Almeida APG, Gonçalves YM, Novo MT, Sousa CA, Melim M, Gracio AJ:
Vector monitoring of Aedes aegypti in the Autonomous Region of
Madeira, Portugal. Euro Surveill 2007, 12:pii=3311.

9. Sousa CA, Clairouin M, Seixas G, Viveiros B, Novo MT, Silva AC, et al:
Ongoing outbreak of dengue type 1 in the autonomous region of
Madeira (Portugal): preliminary report. Euro Surveill 2012, 17:pii=20333.

10. Iunicheva IV, Riabova TE, Bezzhonova OV, Ganushkina LA, Senenov VB,
Tarkhov GA, Vasilenko LE, et al: First evidence for breeding Aedes aegypti
L in the area of Greater Sochi and in some towns of Abkhasia. Med
Parazitol. (Mosk.) 2008, 3:40–43.

11. Scholte E-J, Den Hartog W, Dik M, Schoelitsz B, Brooks M, Schaffner F, et al:
Introduction and control of three invasive mosquito species in the
Netherlands, July-October 2010. Euro Surveill 2010, 15:pii=19710.

12. European Centre for Disease Prevention and Control (ECDC): The climatic
suitability for dengue transmission in Europe. http://ecdc.europa.eu/en/
publications/publications/ter-climatic-suitablility-dengue.pdf.

http://www.biomedcentral.com/content/supplementary/1476-072X-12-51-S1.doc
http://www.biomedcentral.com/content/supplementary/1476-072X-12-51-S2.png
http://www.biomedcentral.com/content/supplementary/1476-072X-12-51-S3.pdf
http://ecdc.europa.eu/en/publications/publications/ter-climatic-suitablility-dengue.pdf
http://ecdc.europa.eu/en/publications/publications/ter-climatic-suitablility-dengue.pdf


Fischer et al. International Journal of Health Geographics 2013, 12:51 Page 11 of 12
http://www.ij-healthgeographics.com/content/12/1/51
13. Randolph SE, Rogers DJ: The arrival, establishment and spread of exotic
diseases: patterns and predictions. Nat Rev Microbiol 2010, 8:361–371.

14. Adhami J, Reiter P: Introduction and establishment of Aedes (Stegomyia)
albopictus Skuse (Diptera: Culicidae) in Albania. J Am Mosq Control Assoc
1998, 14:340–343.

15. Sabatini A, Raineri V, Trovato VG, Coluzzi M: Aedes albopictus in Italia e
possibile diffusione della specie nell area Mediterranea. Parassitologia
1990, 32:301–304.

16. Scholte E-J, Schaffner F: Waiting for the tiger: establishment and spread
of the Aedes albopictus mosquito in Europe. In Emerging pests and
vector-borne diseases in Europe. Edited by Takken W, Knols BGJ. Wageningen:
Wageningen Academic Publishers; 2007:241–60.

17. Medlock JM, Hansford KM, Schaffner F, Versteirt V, Hendrickx G, Zeller H,
et al: A review of the invasive mosquitoes in Europe: ecology, public
health risks, and control options. Vector Borne Zoonotic Dis 2012,
12:435–447.

18. Moutailler S, Barré H, Vazeille M, Failloux A-B: Recently introduced Aedes
albopictus in Corsica is competent to Chikungunya virus and in a lesser
extent to dengue virus. Trop Med Int Health 2010, 14:1105–1109.

19. Talbalaghi A, Moutailler S, Vazeille M, Failloux A-B: Are Aedes albopictus or
other mosquito species from northern Italy competent to sustain new
arboviral outbreaks. Med Vet Entomol 2010, 24:83–87.

20. Rezza G, Nicoletti L, Angelini R, Romi R, Finarelli AC, Panning M, et al:
Infection with Chikungunya virus in Italy: an outbreak in a temperate
region. Lancet 2007, 370:1840–1846.

21. Grandadam M, Caro V, Plumet S, Thiberge J-M, Souarès Y, Failloux A-B, et
al: Chikungunya virus, Southeastern France. Emerg Infect Dis 2011,
17:910–913.

22. La Ruche G, Souarès Y, Armengaud A, Peloux-Petiot F, Delaunay P, Desprès
P, et al: First two autochthonous dengue virus infections in metropolitan
France, September 2010. Euro Surveill 2010, 15:pii=19676.

23. Schmidt-Chanasit J, Haditch M, Schöneberg I, Günther S, Stark K, Frank C:
Dengue virus infection in a traveller returning from Croatia to Germany.
Euro Surveill 2010, 15:pii=19677.

24. Gjenero-Margan I, Aleraj B, Krajcar D, Lesnikar V, Klobučar A, Pem-Novosel I,
et al: Autochthonous dengue fever in Croatia, August–September 2010.
Euro Surveill 2011, 16:pii=19805.

25. ECDC Chikungunya risk assessment group, Depoortere D, Coulombier D:
Chikungunya risk assessment for Europe: recommendations for action.
Euro Surveil 2006, 11:pii=2956.

26. European Centre for Disease Prevention and Control (ECDC): Development
of Aedes albopictus Risk Maps. http://ecdc.europa.eu/en/publications/
Publications/0905_TER_Development_of_Aedes_Albopictus_Risk_Maps.pdf.

27. Fischer D, Thomas SM, Niemitz F, Reineking B, Beierkuhnlein C: Projection
of climatic suitability for Aedes albopictus Skuse (Culicidae) in Europe
under climate change conditions. Glob Planet Change 2011, 78:54–64.

28. Caminade C, Medlock JM, Duchyne E, McIntyre KM, Leach S, Baylis M, et al:
Suitability of European climate for the Asian tiger mosquito Aedes
albopictus: recent trends and future scenarios. J R Soc Interface 2012,
9:2708–2717.

29. Tilston N, Skelly C, Weinstein P: Pan-European Chikungunya surveillance:
designing risk stratified surveillance zones. Int J Health Geogr 2009, 6:61.

30. Poletti P, Messeri G, Ajelli M, Vallorani R, Rizzo C, Merler S: Transmission
potential of Chikungunya virus and control measures: The case of Italy.
PLoS One 2011, 6:e18860.

31. Reiskind MH, Pesko K, Westbrook CJ, Mores CN: Susceptibility of Florida
mosquitoes to infection with Chikungunya Virus. AmJTrop Med Hyg 2008,
78:422–425.

32. Hijmans RJ, Cameron SE, Parra JL, Jones PG, Jarvis A: Very high resolution
interpolated climate surfaces for global land areas. Int J Climatol 2005,
25:1965–1978. http://www.worldclim.com.

33. Rockel B, Will A, Hense A: The regional climate model COSMO-CLM
(CCLM). Meteorol Z 2008, 17:347–348.

34. Schulzweida U, Kornblueh L, Quast R: CDO User’s guide: Climate Data
Operators Version 1.6.1. https://code.zmaw.de/files/cdo/html/1.6.1/cdo.pdf.

35. Jacob D: Short communication on regional climate change scenarios and
their possible use for impact studies on vector-borne diseases. Parasitol
Res 2008, 103(1):S3–S6.

36. Intergovernmental Panel on Climate Change (IPCC): Special Report on
Emissions Scenarios: Summary for Policymakers. http://www.ipcc.ch/pdf/
special-reports/spm/sres-en.pdf.
37. Jacob D, Podzun R: Global warming below 2°C relative to pre-industrial
level: How might climate look like in Europe. Nov Act LC 2010,
112(384):71–76.

38. Phillips SJ, Anderson RP, Schapire RE: Maximum entropy modeling of
species geographic distributions. Ecol Model 2006, 190:231–259.

39. Fischer D, Thomas SM, Beierkuhnlein C: Temperature-derived potential for
the establishment of phlebotomine sandflies and visceral leishmaniasis
in Germany. Geospat Health 2010, 5:59–69.

40. Nenzén HK, Araújo MB: Choice of threshold alters projections of species
ranges shifts under climate change. Ecol Model 2011, 222:3346–3354.

41. Fielding A, Bell J: A review of methods for the assessment of prediction
errors in conversation presence/absence models. Environ Conserv 1997,
24:38–49.

42. Hijmans RJ, Graham CH: The ability of climate envelope models to predict
the effect of climate change on species distributions. Glob Change Biol
2006, 12:2272–2281.

43. Buckley LB, Urban MC, Angiletta MJ, Crozier LG, Rissler LJ, Sears MW: Can
mechanism inform species’ distribution models. Ecol Lett 2010,
13:2041–2054.

44. Pearson RG, Dawson TP, Liu C: Modelling species distribution in Britain: a
hierarchical integration of climate and land-cover data. Ecography 2004,
27:285–298.

45. Pearson RG, Thuiller W, Araújo M, Matinez-Meyer E, Brotons L, McClean C,
et al: Model-based uncertainty in species range prediction. J Biogeogr
2006, 33:1704–1711.

46. Zeimes CB, Olsson GE, Ahlm C, Vanwambeke SO: Modelling zoonotic
diseases in humans: comparison of methods for hantavirus in Sweden.
Int J Health Geogr 2012, 11:39.

47. Bacaër N: Approximation of the Basic Reproduction Number Ro for
vector-borne diseases with a periodic vector population. Bull Math Biol
2007, 69:1067–1091.

48. Dumont Y, Chiroleu F, Domerg C: On a temporal model for the Chikungunya
disease: Modeling, theory and numeric. Math Biosci 2008, 213:80–81.

49. Mulay D, Aziz-Alaoui MA, Cadivel M: The Chikungunya disease: modeling
vector and transmission global dynamics. Math Biosci 2011, 229:50–63.

50. European Centre for Disease Prevention and Control (ECDC): Expert meeting
on Chikungunya modelling. http://www.ecdc.europa.eu/en/publications/
Publications/0804_MER_Chikungunya_Modelling.pdf.

51. Neteler M, Roiz D, Rocchini D, Castellani C, Rizzoli A: Terra and Aqua satellites
track tiger mosquito invasion: modeling the potential distribution of Aedes
albopictus in north-eastern Italy. Int J Health Geogr 2011, 10:49.

52. Roiz D, Neteler M, Castellani C, Arnoldi D, Rizzoli A: Climatic factors driving
invasion of the tiger mosquito (Aedes albopicuts) into new areas of
Trentino, Northern Italy. PLoS ONE 2011, 4:e14800.

53. Syfert MM, Smith MJ, Coomes DA: The effects of sampling bias and model
complexity on the predictive performance of MaxEnt species
distribution models. PLoS One 2013, 8:e55158.

54. Liu C, Berry P, Dawson T, Pearson R: Selecting thresholds of occurrence in
the prediction of species distributions. Ecography 2005, 28:385–393.

55. Jiménez-Valverde A, Lobo JM: Threshold criteria for conversion of
probability of species presence to either - or presence - absence.
Acta Oecol 2007, 31:361–369.

56. Rezza G: Re-emergence of Chikungunya and other scourges: the role of
globalization and climate change. Ann Ist Super Sanita 2008, 44:315–322.

57. Hulme M: Reducing the future to climate: a story of climate determinism
and reductionism. Osiris 2011, 26:245–266.

58. Moss RH, Edmonds JA, Hibbard KA, Manning MR, Rose SK, van Vuuren DP,
et al: The next generation of scenarios for climate change research and
assessment. Nature 2010, 463:747–756.

59. Intergovernmental Panel on Climate Change (IPCC): Managing the Risks of
Extreme Events and Disasters to Advance Climate Change Adaptation. http://
ipcc-wg2.gov/SREX/images/uploads/SREX-SPMbrochure_FINAL.pdf.

60. Roiz D, Rosà R, Arnoldi D, Rizzoli A: Effects of temperature and rainfall on
the activity and dynamics of host-seeking Aedes albopictus females in
northern Italy. Vector Borne Zoonotic Dis 2010, 10:811–816.

61. Chretien JP, Anyamba A, Bedno SA, Breiman RF, Sang R, Sergon K, et al:
Drought-associated Chikungunya emergence along coastal East Africa.
AmJTrop Med Hyg 2007, 76:405–407.

62. Hoerling M, Eischeid J, Perlwitz J, Quan X, Zhang T, Pegion P: On the
increased frequency of Mediterranean drought. J Climate 2012,
25:2146–2161.

http://ecdc.europa.eu/en/publications/Publications/0905_TER_Development_of_Aedes_Albopictus_Risk_Maps.pdf
http://ecdc.europa.eu/en/publications/Publications/0905_TER_Development_of_Aedes_Albopictus_Risk_Maps.pdf
http://www.worldclim.com
https://code.zmaw.de/files/cdo/html/1.6.1/cdo.pdf
http://www.ipcc.ch/pdf/special-reports/spm/sres-en.pdf
http://www.ipcc.ch/pdf/special-reports/spm/sres-en.pdf
http://www.ecdc.europa.eu/en/publications/Publications/0804_MER_Chikungunya_Modelling.pdf
http://www.ecdc.europa.eu/en/publications/Publications/0804_MER_Chikungunya_Modelling.pdf
http://ipcc-wg2.gov/SREX/images/uploads/SREX-SPMbrochure_FINAL.pdf
http://ipcc-wg2.gov/SREX/images/uploads/SREX-SPMbrochure_FINAL.pdf


Fischer et al. International Journal of Health Geographics 2013, 12:51 Page 12 of 12
http://www.ij-healthgeographics.com/content/12/1/51
63. Enserink M: Yellow fever mosquito shows up in Northern Europe.
Science 2010, 329:736.

64. Brown JE, Scholte E-J, Dik M, Den Hartog W, Beeuwkes J, Powell JR: Aedes
aegypti mosquitoes imported into the Netherlands, 2010. Emerg Infect Dis
2011, 17:2335–2337.

65. Thomas SM, Obermayr U, Fischer D, Kreyling J, Beierkuhnlein C: Low-
temperature threshold for egg survival of a post-diapause and non-
diapause European aedine strain, Aedes albopictus (Diptera: Culicidae).
Parasite Vector 2012, 5:100.

66. Juliano SA, Lounibos LP: Ecology of invasive mosquitoes: effects on
resident species and on human health. Ecol Lett 2005, 8:558–574.

67. Romi R, Severine F, Toma L: Cold acclimation and overwintering of female
Aedes albopictus in Roma. J Am Mosq Control Assoc 2006, 22:149–151.

68. Tjaden NB, Thomas SM, Fischer D, Beierkuhnlein C: Extrinsic incubation
period of dengue: Knowledge, backlog and applications of temperature-
dependence. PLoS Negl Trop Dis 2013, 7:e2207.

69. Thomas SM, Fischer D, Fleischmann S, Bittner T, Beierkuhnlein C: Risk
assessment of dengue virus amplification in Europe based on
spatio-temporal high resolution climate change projections. Erdkunde
2011, 65:137–150.

70. Semenza JC, Suk JE, Estevez V, Ebi KL, Lindgren E: Mapping climate change
vulnerabilities to infectious Diseases in Europe. Environ Health Persp 2012,
120:385–392.

71. Thomas SM, Beierkuhnlein C: Predicting ectotherm disease vector spread -
Benefits from multidisciplinary approaches and directions forward.
Naturwissenschaften 2013, 100:395–405.

72. European Centre for Disease Prevention and Control (ECDC): Guidelines for
the surveillance of invasive mosquitoes in Europe. http://ecdc.europa.eu/en/
publications/Publications/TER-Mosquito-surveillance-guidelines.pdf.

73. Gautret P, Cramer JP, Field V, Caumes E, Jensenius M, Gkrania-Klotsas E, et al:
Infectious diseases among travellers and migrants in Europe, EuroTrav-
Net 2010. Euro Surveill 2012, 17:pii=20205.

74. Huang Z, Das A, Qiu Y, Tatem AJ: Web-based GIS: the vector-borne
disease airline importation risk (VBD-Air) tool. Int J Health Geogr 2012,
11:33. www.vbd-air.com.

75. Semenza JC, Menne B: Climate change and infectious diseases in Europe.
Lancet Infect Dis 2009, 9:365–375.

76. European Centre for Disease Prevention and Control (ECDC): Climate change
and communicable diseases in the EU Member States: Handbook for national
vulnerability, impact and adaptation assessments. http://www.ecdc.europa.
eu/en/publications/Publications/1003_TED_handbook_climatechange.pdf.

77. Suk JE, Semenza JC: Future infectious disease threats to Europe. Am J
Public Health 2011, 101:2068–2079.

78. Lindgren E, Andersson Y, Suk JE, Sudre B, Semenza JC: Monitoring EU
emerging infectious disease risk due to climate change. Science 2012,
336:418–419.

doi:10.1186/1476-072X-12-51
Cite this article as: Fischer et al.: Climate change effects on
Chikungunya transmission in Europe: geospatial analysis of vector’s
climatic suitability and virus’ temperature requirements. International
Journal of Health Geographics 2013 12:51.
Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

http://ecdc.europa.eu/en/publications/Publications/TER-Mosquito-surveillance-guidelines.pdf
http://ecdc.europa.eu/en/publications/Publications/TER-Mosquito-surveillance-guidelines.pdf
http://www.vbd-air.com
http://www.ecdc.europa.eu/en/publications/Publications/1003_TED_handbook_climatechange.pdf
http://www.ecdc.europa.eu/en/publications/Publications/1003_TED_handbook_climatechange.pdf

	Abstract
	Background
	Methods
	Results
	Conclusion

	Background
	Methods
	Methodological challenge and strategy in brief
	Mapping temperature requirements for the Chikungunya virus
	Climatic suitability for the vector Aedes albopictus
	Risk classification for potential Chikungunya transmission
	Determining the length of season for Chikungunya transmission

	Results
	Temperature requirements for Chikungunya virus
	Risk classification by overlaying of vector and virus maps
	Potential season of transmission

	Discussion
	Relevance, novelty and uncertainty in modelling approaches
	Climate data: limitations and assumptions for risk analyses
	Vector and pathogen specific factors in disease transmission
	Outlook and concluding remarks

	Additional files
	Abbreviations
	Competing interests
	Authors’ contributions
	Acknowledgements
	Author details
	References

