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Abstract: The surveillance for West Nile virus (WNV) in Catalonia (northeastern Spain) has consis-
tently detected flaviviruses not identified as WNV. With the aim of characterizing the flaviviruses
circulating in Catalonia, serum samples from birds and horses collected between 2010 and 2019
and positive by panflavivirus competition ELISA (cELISA) were analyzed by microneutralization
test (MNT) against different flaviviruses. A third of the samples tested were inconclusive by MNT,
highlighting the limitations of current diagnostic techniques. Our results evidenced the widespread
circulation of flaviviruses, in particular WNV, but also Usutu virus (USUV), and suggest that chicken
and horses could serve as sentinels for both viruses. In several regions, WNV and USUV overlapped,
but no significant geographical aggregation was observed. Bagaza virus (BAGV) was not detected in
birds, while positivity to tick-borne encephalitis virus (TBEV) was sporadically detected in horses
although no endemic foci were observed. So far, no human infections by WNV, USUV, or TBEV have
been reported in Catalonia. However, these zoonotic flaviviruses need to be kept under surveillance,
ideally within a One Health framework.

Keywords: West Nile virus; Usutu virus; Bagaza virus; tick-borne encephalitis virus; flaviviruses; Spain

1. Introduction

The genus Flavivirus includes important human zoonotic pathogens such as dengue
virus (DENV), yellow fever virus (YFV), West Nile virus (WNV), tick-borne encephalitis
virus (TBEV), and Japanese encephalitis virus (JEV). Like WNV, other flaviviruses, such as
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Usutu virus (USUV) and Bagaza virus (BAGV), can cause severe disease in animals. They
are arboviruses, and therefore are transmitted from an infectious to a susceptible vertebrate
host via hematophagous arthropod vectors, such as mosquitoes or ticks.

In recent years, the areas in Europe reporting flavivirus infections and specifically
WNV, USUV, or TBEV have significantly increased [1]. Moreover, many of these viruses
are currently endemic in several areas of the continent. Expansion and endemicity increase
spatial and temporal overlapping of flaviviruses in Europe, which in turn poses significant
challenges for surveillance and control [2]. Given the trends in climate warming and
land-use changes, as well as the increase of human travel and the intensification of the
trade of animals and goods, the situation is likely to become even more complex in the
future [3].

Cases of WNV infection in horses and humans have been reported in Europe for
decades. Before 2004, all outbreaks had been caused by WNV lineage 1; however, in
2004, WNV lineage 2 was detected, both in a northern goshawk (Accipiter gentilis) with
neurological symptoms in Hungary [4] and in two human patients from the Rostov region
in western Russia [5]. In the following years, WNV lineage 2 spread within Eastern and
Central/Southern Europe, where the virus has remained endemic, causing hundreds of
cases in humans and horses [6]. In Spain, cases of WNV in horses and humans caused by
a WNV lineage 1 strain have been reported in the south of the country since 2010 [7]. In
September 2017, WNV lineage 2 was detected in Catalonia (northeastern Spain) in a north-
ern goshawk, evidencing WNV lineage 2 spread to Western Europe [8]. In 2018, Europe
experienced the largest number of WNV infections to date (with more than 2000 human
cases), and other large-scale epidemics are to be expected in the future [9]. More recently,
WNV expansion in Europe continued, and the first human cases were reported in Germany
and the Netherlands in 2019 and 2020, respectively [10]. In Spain, the 2020 season resulted
in an unprecedented increase in the number of human cases with 77 cases reported, in
contrast to the six cases reported in the previous two decades [11].

In Europe, USUV was first detected in Austria in 2001 [12], although retrospectively
the virus was identified from Eurasian blackbirds (Turdus merula) found dead in the Tus-
cany region (Italy) in 1996 [13]. In 2006, USUV was detected in a pool of Culex pipiens
mosquitoes captured in the Delta del Llobregat, a wetland near the city of Barcelona [14].
Its genome showed the closest relationship to an USUV strain isolated in South Africa
in 1959 [15]. A related strain was isolated from a pool of Culex perexiguus mosquitoes in
southern Spain in 2009 [16]. Neither strain detected in Spain seemed highly virulent for
birds, and no disease was documented, while the USUV strains reported in Italy, Austria,
Hungary, Switzerland, Germany, and the Czech Republic were associated with epizootics
in Passeriformes and Strigiformes [15,17]. In 2012, a USUV strain closely related to the one
reported in Central Europe was detected in two migratory song thrushes (Turdus philomelos)
with neurological signs in southern Spain [18]. Up to 2019, 46 human cases of USUV infec-
tion had been recorded in Europe, and although most of them were accidentally detected
in asymptomatic blood donors, USUV is now acknowledged as having the potential to
cause severe neurological disease in humans [17].

In 2010, Bagaza virus (BAGV), a flavivirus previously detected in sub-Saharan Africa,
India, and Israel, was identified after an episode of high mortality in partridges (Alectoris rufa)
and common pheasants (Phasianus colchicus) in Cadiz (southwestern Spain) [19]. Circu-
lation of BAGV was confirmed the following season in the same area, suggesting virus
overwintering [20]. In Catalonia, circulation of BAGV was detected in chickens by serology
in the south of the region in January 2018 [8], and in Eurasian magpies (Pica pica) sampled
in the west of the region in June 2018 [21].

Among the flaviviruses present in Europe, TBEV is responsible for tick-borne en-
cephalitis (TBE), considered the most important viral tick-borne disease in Europe [22].
It is a notifiable disease in the European Union since 2012, and between 2012 and 2016,
12,500 TBE human cases were reported in 23 of the 28 EU countries plus Iceland and Nor-
way [23]. No autochthonous human cases were detected in Spain during that period or in
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2017–2019, the last years for which data is available [24]. In recent years, distribution of
TBEV in Europe seems to have expanded, with new areas affected and an increase of the
number of cases reported in several countries. For example, three autochthonous human
cases of TBE were detected in 2017 and 2018 in rural areas of central France not previously
affected [25]. Migrating birds may carry ticks infected with TBEV and therefore contribute
to the spread of the virus to new areas [26].

While molecular diagnosis is essential for the confirmation of clinical cases of WNV,
serological assays are a very useful tool for surveillance (i.e., determining the prevalence
of infection). However, the antigenic similarities among flaviviruses frequently result in
cross-reactions, which compromises the serological diagnosis of flavivirus infections [27].
Therefore, the serological results need to be confirmed by comparative neutralization
tests. The neutralization tests must be carried out against a panel of flaviviruses known
to circulate in the area, for which prior knowledge of viral diversity is critical. Correct
diagnosis of flaviviruses is further complicated when they belong to the same serocomplex,
such as in the cases of WNV and USUV, as cross-neutralization may occur [27]. Due to
the spatial and temporal overlapping of flaviviruses in Europe, their differentiation by
diagnostic tests is essential for surveillance and control [2]. Co-circulation of WNV and
USUV in Europe has been evaluated, but at country level (i.e., countries where circulation
of these viruses has been detected) [28,29]. However, to assess whether they have a similar
geographical distribution, and therefore whether their ecological requirements are likely to
be the same, a much lower spatial aggregation, preferably point data, is required.

Since 2007, an integrated ecological surveillance program for WNV has been im-
plemented in Catalonia, which includes testing of horses and wild birds [30]. Through
that program, flaviviruses not identified as WNV have been consistently identified in
both horses and birds from Catalonia [8,21,30]. With the aim of better characterizing the
flaviviruses circulating in Catalonia between 2010 and 2019, serum samples from birds
and horses positive by panflavivirus competition ELISA (cELISA) were further analyzed
by microneutralization test (MNT) against different flaviviruses. Samples from horses
were tested for the presence of antibodies against WNV, USUV, and TBEV, while samples
from birds were tested for the presence of antibodies against WNV, USUV, and BAGV.
Furthermore, we also evaluated the spatial distribution of those flaviviruses and assessed
whether there was any potential geographical aggregation (i.e., clustering). The ultimate
goal of the study is to improve the surveillance and control of flaviviruses in Catalonia.

2. Materials and Methods
2.1. Laboratory Analyses
2.1.1. Birds

Of 3791 serum samples collected from birds between 2010 and 2019 in Catalonia within
the WNV Surveillance Program, 380 tested positive by panflavivirus cELISA (IDvet), and
of them, 205 had enough serum to be tested by micro-neutralization test (MNT) at the CISA
laboratory in Madrid. Birds’ samples originated from a variety of sources, which comprised
the wildlife recovery centers of Catalonia where both healthy wild birds and wild birds
suspected to be infected by WNV were sampled. Other samples were obtained through
specific surveys in certain species (e.g., Eurasian magpies or pigeons), sentinel chickens,
a cross-sectional survey in chicken farms throughout Catalonia, or surveys in chicken
farms in the proximity of confirmed WNV outbreaks. They included birds from 25 species,
primarily Eurasian magpies with 77 samples and chickens (Gallus gallus) with 49.

To measure neutralizing antibody responses against different flaviviruses, MNTs
were performed in parallel against WNV (strain E101), USUV (SAAR-1776), and BAGV
(Spain/RLP-Hcc1/2010) (Genbank accession nos. AF260968, AY453412 and KR108244,
respectively). MNT was performed following the protocol previously described by Llorente
and collaborators (2019) [31]. Briefly, twofold serial dilutions of test sera were added in
96-well micro titer plates and mixed with an equal volume containing 100 TCID50 of virus,
resulting in final serum dilutions starting at 1:10. After 1 h incubation at 37 ◦C, a suspension
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of approximately 104 Vero cells was added to the wells, and the plates were incubated at
37 ◦C and 5% CO2 for 4–5 days for WNV and 5–6 days for USUV and BAGV. The presence
or absence of complete cytopathic effect (CPE) was determined in each well by reading the
plates under an inverted light microscope. Neutralization titers were assigned based on
the highest dilution of each serum able to abolish CPE and thus neutralize the infection.
Samples were classified as positive for WNV, USUV, or BAGV infection if positive for that
virus by MNT (titer ≥1:10) and negative for the remaining viruses, or when the titer for a
virus (WNV, USUV, or BAGV) was at least 4 times higher than for the remaining viruses.
Otherwise, the sample was classified as infected by an “undetermined flavivirus”.

2.1.2. Horses

Of 1856 serum samples collected from horses and tested by panflavivirus cELISA (ID-
vet) between 2010 and 2019 in Catalonia within the WNV Surveillance Program, 182 tested
positive, and of them, 164 had enough serum to be tested by MNT at the ANSES labo-
ratory (Maisons-Alfort, France). Horses’ samples originated also from different sources,
which comprised the Equine Veterinary Hospital where both healthy horses and horses
suspected to be infected by WNV were sampled. Other samples were obtained through
surveys carried out in horses’ slaughterhouses, a cross-sectional survey in horses’ holdings
throughout Catalonia, or surveys in horses’ holdings in the proximity of confirmed WNV
outbreaks. All those samples were investigated through MNT for the detection of specific
neutralizing antibodies against WNV, USUV, and TBEV using WNV (strain IS-98- ST1,
Genbank accession no. AF481864.1, provided by P. Desprès, IPP), USUV (strain France
2018, Genbank IF MT863562.1), and TBEV (strain Hypr, Genbank accession no. U39292.1),
following the protocol described by Beck and collaborators (2015) [32]. Samples were
classified as positive for WNV, USUV, or TBEV infection if positive for that virus by MNT
and negative for the remaining viruses, or when the titer for a virus (WNV, USUV or TBEV)
was at least 4 times higher than the titers for the remaining viruses. Otherwise, the sample
was classified as infected by an “undetermined flavivirus”.

The distribution of samples in birds and horses collected within the WNV Surveillance
Program in Catalonia between 2010 and 2019 is shown in the Supplementary Figure S1.

2.2. Spatial Analyses

To evaluate the geographical spread of the different flaviviruses in Catalonia, we
estimated the number of geographical units (i.e., 42 comarques of Catalonia) in which each
particular flavivirus was detected.

We also assessed the potential geographical aggregation (clustering) of flaviviruses
in Catalonia using a purely spatial Bernoulli model implemented in SaTScan [33]. It
allows evaluating whether there is any area where the distribution of a given flavivirus is
different from the rest of the study region. A purely spatial rather than a spatio-temporal
analysis was carried out because of the impossibility to determine the date of infection of
the animals. For the Bernoulli model, two categories, WNV-positive samples and USUV-
positive samples were used, and both, areas of high and low rates were scanned. Only
data from horses and chickens were considered to reduce the risk of the animals having
been infected in a location different from where they were sampled. To avoid the analysis
being conditioned by having several infected animals from the same farm (because of
within-farm analyses after detection), we chose farms as units and used unique locations
for a given flavivirus. As a result, 58 locations (44 WNV and 14 USUV) were included in
the analysis, nine of which corresponded to chickens and 49 to horses.

3. Results

Overall, 10.0% (380/3791) of the samples from birds and 9.8% (182/1856) of the sam-
ples from horses collected between 2010 and 2019 in Catalonia, tested positive by cELISA.



Viruses 2021, 13, 2404 5 of 13

3.1. Flaviviruses in Birds

Of the 205 serum samples from birds tested by MNT, 118 showed specific antibodies
for WNV, 19 for USUV, and 68 were classified as undetermined flavivirus. None were
classified as BAGV infection. The geographical distribution of the birds positive for WNV
and USUV is shown in Figure 1. WNV and USUV positive birds were detected from as
early as 2010 and throughout the years of study.
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The 118 birds infected by WNV in Catalonia belonged to 14 species and six families.
Of those 14 species, six were from the family Accipitridae. The 19 birds infected by USUV
in Catalonia belonged to 10 species and nine families. Of those 19 birds, six were chickens.
The 68 birds exposed to undetermined flavivirus belonged to 18 species and 10 families.
Of them, 17 were raptors (families Accipitridae, Strigidae, and Tytonidae), and 20 were
Eurasian magpies. All these results, including the MNT titers in positive birds, are shown
in Table 1.

Table 1. Detection of antibodies against flaviviruses in sera from different bird species by MNT. In brackets MNT titer (or
range if more than one positive sample).

Scientific Name Common Name Family Order Undetermined
Flavivirus USUV WNV Total

Aquila fasciata Bonelli’s eagle Accipitridae Accipitriformes 1 (1/40) 1

Buteo buteo Common buzzard Accipitridae Accipitriformes 3 1 (1/10) 1 (1/20) 5

Circaetus gallicus Short-toed snake
eagle Accipitridae Accipitriformes 6 6 (1/20 to

1/160) 12

Circus aeruginosus Western marsh
harrier Accipitridae Accipitriformes 1 1

Gypaetus barbatus Bearded vulture Accipitridae Accipitriformes 1 (1/10) 5 (1/160 to
1/1280) 6

Gyps fulvus Griffon vulture Accipitridae Accipitriformes 1 1

Milvus migrans Black kite Accipitridae Accipitriformes 1 1

Milvus milvus Red kite Accipitridae Accipitriformes 1 (1/20) 1

Pernis apivorus European honey
buzzard Accipitridae Accipitriformes 1 3 (1/40 to

1/80) 4

Anser anser Greylag goose Anatidae Anseriformes 1 (1/160) 1

Larus michahellis Yellow-legged gull Laridae Charadriiformes 4 4

Ciconia ciconia White stork Ciconiidae Ciconiiformes 4 2 (1/20 to
1/640)

4 (1/20 to
1/640) 10
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Table 1. Cont.

Scientific Name Common Name Family Order Undetermined
Flavivirus USUV WNV Total

Columba livia Rock pigeon Columbidae Columbiformes 2 2 (1/80) 1 (1/40) 5

Columba palumbus Common wood
pigeon Columbidae Columbiformes 1 (1/10) 1

Streptopelia decaocto Eurasian collared
dove Columbidae Columbiformes 1 1

Falco tinnunculus Common kestrel Falconidae Falconiformes 2 1 (1/320) 4 (1/20 to
1/160) 7

Alectoris rufa Red-legged
partridge Phasianidae Galliformes 1 (1/160) 1

Gallus gallus Chicken Phasianidae Galliformes 9 6 (1/10 to
1/640)

34 (1/10 to
1/1280) 49

Corvus corax Common raven Corvidae Passeriformes 3 1 (1/10) 4

Pica pica Eurasian magpie Corvidae Passeriformes 20 2 (1/10 to
1/160)

55 (1/20 to
1/640) 77

Ardea cinerea Grey heron Ardeidae Pelecaniformes 3 2 (1/80 to
1/160) 5

Asio otus Long-eared owl Strigidae Strigiformes 1 1

Bubo bubo Eurasian eagle-owl Strigidae Strigiformes 1 (1/40) 1

Strix aluco Brown owl Strigidae Strigiformes 4 4

Tyto alba Western barn owl Tytonidae Strigiformes 2 2

Total 68 19 118 205

3.2. Flaviviruses in Horses

Of the 164 sera from horses tested by MNT, 92 were positive for WNV, 11 for USUV,
four positive for TBEV, and 57 were classified as infected by an undetermined flavivirus.
The distribution of MNT titers in horses infected by USUV, WNV, and TBEV is shown
in Table 2.

Table 2. Distribution of MNT titers in samples from horses infected by USUV, WNV, and TBEV.

Titers USUV WNV TBEV

1/10 5 5
1/20 1 15
1/40 4 25 1
1/80 1 21 1
1/160 15
1/320 11 2
Total 11 92 4

Two of the samples positive for TBEV were collected in 2016 in northeastern Catalonia
from the same horse with 10 days difference, and the other two from horses sampled in
2013 from different locations in southeastern Catalonia (Figure 2C). Further investigations
revealed that all the animals had stayed at some point outside Catalonia, so the possibility
of imported infections could not be totally excluded.



Viruses 2021, 13, 2404 7 of 13Viruses 2021, 13, 2404 7 of 13 
 

 

 
Figure 2. Distribution of WNV-positive samples (A) and USUV-positive samples (B) used for the 
purely spatial Bernoulli model implemented in SaTScan for WNV and USUV, which included 
horses and chickens. Distribution of TBEV-positive samples in horses (C). 

3.3. Spatial Analyses 
Considering both birds and horses, USUV had a more restricted geographical distri-

bution limited to the central-western and northeastern areas of Catalonia, while WNV was 
detected in the areas where USUV was reported, but also in central and southern Catalo-
nia (Figures 1 and 2). In fact, USUV was detected only in 10 out of the 42 comarques of 
Catalonia and WNV in 18 (Figures 1 and 2).  

The purely spatial Bernoulli model indicated that there were no statistically signifi-
cant clusters for WNV nor USUV in Catalonia. The most likely cluster was located in cen-
tral-eastern Catalonia and had a radius of 13.1 km (Figure 2). It had three cases of USUV 
although 0.7 was expected assuming random distribution, which represents 5.0 times 
more than expected (Table 3). It had no cases of WNV although 2.3 were expected. How-
ever, the most likely cluster was not statistically significant (p = 0.12). All the remaining 
potential clusters evaluated were far from statistical significance. 

Table 3. Results of the most likely cluster in the purely spatial Bernoulli model implemented in SaTScan. 

  Number of Cases Expected Cases Relative Risk p-Value 
USUV 3 0.72 5.0 

0.12 WNV 0 2.28 0.0 

4. Discussion 
In our study, 10.0% of the birds tested positive by cELISA indicating the exposure to 

flavivirus in the bird population of Catalonia. In a serosurvey carried out in wild birds 
admitted to rehabilitation centers in Extremadura, western Spain, between 2017 and 2019, 
of the 384 animals tested, 120 (31.3%) were positive by ELISA (INgezim West Nile Com-
pac, Ingenasa) [34]. Such high prevalence compared to our study may be explained by 
differences in the true prevalence of flaviviruses between areas, in the species selected or 
in the ELISA test used.  

Although birds with specific antibodies against WNV were detected from as early as 
2010, only 13 of the 118 positive birds (11%) were detected before the molecular confirma-
tion of WNV circulation in Catalonia in 2017 [8]. Moreover, none of those 13 birds be-
longed to resident species, even though 510 resident birds had been tested between 2010 
and 2016. In total, 11 of the 13 positive birds were raptors (six short-toed snake eagles 
(Circaetus gallicus), three common kestrels (Falco tinnunculus), and two European honey 
buzzards (Pernis apivorus)), while the two other birds were white storks (Ciconia ciconia). 
These results are consistent with previous observations of very low or no circulation of 
WNV in Catalonia before 2017 [30]. 

Figure 2. Distribution of WNV-positive samples (A) and USUV-positive samples (B) used for the purely spatial Bernoulli
model implemented in SaTScan for WNV and USUV, which included horses and chickens. Distribution of TBEV-positive
samples in horses (C).

3.3. Spatial Analyses

Considering both birds and horses, USUV had a more restricted geographical dis-
tribution limited to the central-western and northeastern areas of Catalonia, while WNV
was detected in the areas where USUV was reported, but also in central and southern
Catalonia (Figures 1 and 2). In fact, USUV was detected only in 10 out of the 42 comarques
of Catalonia and WNV in 18 (Figures 1 and 2).

The purely spatial Bernoulli model indicated that there were no statistically significant
clusters for WNV nor USUV in Catalonia. The most likely cluster was located in central-
eastern Catalonia and had a radius of 13.1 km (Figure 2). It had three cases of USUV
although 0.7 was expected assuming random distribution, which represents 5.0 times more
than expected (Table 3). It had no cases of WNV although 2.3 were expected. However, the
most likely cluster was not statistically significant (p = 0.12). All the remaining potential
clusters evaluated were far from statistical significance.

Table 3. Results of the most likely cluster in the purely spatial Bernoulli model implemented in
SaTScan.

Number of Cases Expected Cases Relative Risk p-Value

USUV 3 0.72 5.0
0.12WNV 0 2.28 0.0

4. Discussion

In our study, 10.0% of the birds tested positive by cELISA indicating the exposure
to flavivirus in the bird population of Catalonia. In a serosurvey carried out in wild
birds admitted to rehabilitation centers in Extremadura, western Spain, between 2017 and
2019, of the 384 animals tested, 120 (31.3%) were positive by ELISA (INgezim West Nile
Compac, Ingenasa) [34]. Such high prevalence compared to our study may be explained by
differences in the true prevalence of flaviviruses between areas, in the species selected or in
the ELISA test used.

Although birds with specific antibodies against WNV were detected from as early
as 2010, only 13 of the 118 positive birds (11%) were detected before the molecular con-
firmation of WNV circulation in Catalonia in 2017 [8]. Moreover, none of those 13 birds
belonged to resident species, even though 510 resident birds had been tested between 2010
and 2016. In total, 11 of the 13 positive birds were raptors (six short-toed snake eagles
(Circaetus gallicus), three common kestrels (Falco tinnunculus), and two European honey
buzzards (Pernis apivorus)), while the two other birds were white storks (Ciconia ciconia).
These results are consistent with previous observations of very low or no circulation of
WNV in Catalonia before 2017 [30].

Bird sera positive for USUV were consistently detected throughout the period of study
(2010–2019) and were not linked to any episode of mortality in birds. So far, the only USUV
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strain isolated in Catalonia was detected in a pool of C. pipiens near the city of Barcelona
in 2006 [14] and seemed to be a strain less pathogenic for birds than others circulating in
Central Europe [15]. Whereas the genetic diversity of the USUV strains in Central Europe
seem to be the result of a single introduction from Africa and the establishment of an
endemic cycle, the African strains detected so far in Spain appear the result of repeated
introductions by migratory birds from different geographic origins [35]. Further studies
would be needed to characterize the USUV strains present in Catalonia and to determine
their potential origin and pathogenicity. Positivity to WNV and USUV in birds have also
been reported in other regions of Spain, such as in Andalusia (in the south) [20,36] and in
Extremadura (in the west) [34].

Of the 19 birds with specific antibodies against USUV, eight were MNT-positive for
USUV and negative for WNV and BAGV. Therefore, under a testing scheme in which
cELISA-positive birds are not confirmed by MNT against USUV, those eight USUV positive
birds would have not been identified. Furthermore, the remaining 11 birds positive for
USUV by MNT were also positive for WNV and two also for BAGV, so if not confirmed
by MNT for USUV, samples would have been misclassified as WNV or BAGV. Moreover,
Llorente and collaborators [31] showed that cross-reactions between WNV and USUV in
red-legged partridges were not symmetric, as WNV cross-reaction in USUV-infected birds
was higher than USUV cross-reaction in WNV-infected birds. As a result, while all WNV-
infected birds were correctly identified, none of the 10 USUV-infected birds was correctly
classified (their MNT titers against USUV were less than fourfold higher than against
WNV). Therefore, even when cELISA-positive samples are tested for both WNV and USUV,
as in the case of the current study, USUV-infections are likely to be underestimated.

There were several species and families of birds infected by USUV in Catalonia, the
majority of which had been reported in other countries [17,37]. Only one species had not
been previously identified as infected by USUV, the bearded vulture (Gypaetus barbatus), a
near threatened raptor species. Chvala and collaborators [38] concluded that chickens were
unlikely to be useful as sentinels for USUV after finding that only one out of the 10 chickens
inoculated with the Vienna 2001-blackbird (939/01) USUV strain developed antibodies.
In contrast, in Catalonia, chickens represented 32% (6/19) of the birds positive for USUV
(and with MNT titers as high as 1/640) despite representing only 24% (49/205) of birds
tested for flaviviruses, indicating that they may be good sentinels for USUV. Furthermore,
chickens also proved useful for WNV surveillance as they were 29% (34/118) of the birds
positive for WNV (and with MNT titers as high as 1/1280) despite representing only 24%
of birds tested, in agreement with previous findings [39].

Despite a significantly higher number of WNV-positive birds compared to USUV
(118 vs. 19 birds, respectively), there appears to be much less variation in the types of birds
infected (six families for WNV and nine for USUV). Roiz and collaborators [40] found a
positive correlation between the prevalence of USUV in Culex perexiguus and the richness of
Passeriformes, which explained more variance than any other climatic, landscape, vector,
or host variable. In our study, we observed a wide variation in the species infected by
USUV, but those species belonged to several different bird orders, not just Passeriformes.

Of the bird species affected by flaviviruses, a significant proportion were raptors,
mainly from the family Accipitridae. That is likely explained by the predation of infected
birds by raptors [41] acquiring flavivirus infection by the oral route. Interestingly, infection
of raptors was more evident for WNV than for USUV.

BAGV was detected in resident birds (chickens and magpies) of Catalonia in 2018 [8,21],
but our results show that BAGV infections in the region do not seem very common. Even
though we detected positivity to BAGV in 53 of the 148 birds tested, with titers ranging
from 1/5 to 1/80, in all cases titers against WNV or USUV were even higher, so none were
classified as BAGV-positive. Considering that BAGV belongs to a different serocomplex,
a sample positive by MNT for both BAGV and other flaviviruses, in particular when
BAGV titers are high, may potentially be the result of co-infections or sequential infections.
However, Llorente and collaborators [31] found that in BAGV-infected birds, cross-reactions
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with other flaviviruses (mainly with WNV, but also with USUV) are common, and therefore
some true BAGV-infected animals in our study may have been missed.

In a cross-sectional survey carried out in horses throughout Andalusia (southern
Spain) after the 2010 epidemic, 10.6% (54/510) of the animals tested positive by cELISA
(INgezim West Nile Compac, Ingenasa) [42], quite similar to the 9.8% detected in our study
despite epidemiological differences between the areas or in the ELISA test used.

We found that WNV, and to a lesser extent USUV, have been circulating in horses from
different areas of Catalonia between 2010 and 2019. In 2018, the first three WNV outbreaks
in horses were officially reported in Catalonia in the central-eastern area [21]. Before that,
no positivity to IgM ELISA had been detected. Our results show that at least from as early
as 2011, WNV positivity by MNT was found in horses from different areas of Catalonia,
although the unequivocal circulation of the virus could not be proven until 2017, when
WNV genome was detected in a northern goshawk by PCR [8]. USUV-positivity had not
been reported previously in horses from Catalonia.

TBEV-positivity was also sporadically detected in horses from some areas of Cat-
alonia. In a study carried out in southeastern Sweden, of the 1155 ticks collected from
13,260 screened birds, 98% were Ixodes ricinus [26]. Six birds carried TBEV-infected ticks,
one tree pipit (Anthus trivialis), one song thrush (Turdus philomelos), one common redstart
(Phoenicurus phoenicurus), and three European robins (Erithacus rubecula). All these are
ground-feeding passerine species that migrate from northern and central Europe, where
TBE is endemic, to Catalonia [43], which could explain the mechanism of introduction of
the virus. No further TBEV-positivity was detected in the affected areas in subsequent
years despite intense sampling in horses in some of those locations, which would seem
to indicate the failure to establish endemic foci. A longitudinal study conducted in an
endemic focus of TBEV in eastern France over seven years showed that transmission is
very sensitive to some abiotic and biotic factors [44]. In fact, the variations in densities of
larvae and nymphs because of special meteorological conditions, seemed to result in the
endemic fadeout of TBEV in the area, which would explain the low incidence in humans
in that region. According to the current known distribution, Ixodes ricinus ticks, the main
vector of TBE in Europe, is not present in Catalonia [45]. Studies on the possible presence
of Ixodes ricinus ticks in Catalonia are needed to evaluate the risk of TBE. In a recent study,
Crimean-Congo hemorrhagic fever virus antibodies were detected in Catalonia despite
apparent absence of Hyalomma marginatum and H. lusitanicum ticks, the main vectors in
Europe [46]. Specific neutralizing antibodies against TBEV have been detected in dogs from
western and southern Spain [47], and in a horse from the island of Majorca [48]. Camino
and collaborators [49] reported positivity against TBEV in horses from several areas in
Spain including one horse from Catalonia sampled in 2016. However, samples had not
been tested against USUV because probability of USUV infection was considered minimal,
while our results show that USUV infections in horses have occurred in Catalonia for many
years. Even though TBEV and USUV belong to different serocomplexes and therefore the
risk of cross-reaction is lower [50], this possibility cannot be ruled out. Moreover, studies
of flavivirus detection in horses, in particular TBEV, should consider the possibility of
imported infections.

A significant proportion of the samples positive by cELISA and tested by MNT were
classified as undetermined flavivirus, 33.2% (68/205) in birds and 34.8% (57/164) in horses.
A likely explanation is that the cELISA is more sensitive than the MNT, at least for WNV,
and therefore low antibody titers may be detected by ELISA but not by MNT [51]. Another
possibility would be the infection by a flavivirus different from those evaluated by MNT,
which may cross-react with the antigen employed in the cELISA. A Meaban-Like virus,
another flavivirus, was detected in the northern coast of Catalonia in yellow-legged gulls
(Larus michahellis) [52]. Louping ill virus, another zoonotic flavivirus antigenically related to
TBEV and also transmitted by I. ricinus, has been sporadically reported in areas of northern
Spain [53]. Finally, the possibility of co-infections or sequential infections of different
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flaviviruses may also explain some of the results obtained in the samples classified as
undetermined flaviviruses.

The high degree of spatial overlapping observed between WNV and USUV infections
seems to indicate that their ecological determinants are essentially similar. Indeed, they
seem to share the main vectors and reservoirs, Culex spp. mosquitoes and passerine
birds, respectively [54]. However, the fact that there are areas where WNV is present
but USUV is absent, may reflect differences in some ecological aspects. For example, the
temperature requirements for vector competence for WNV and USUV in C. pipiens seem
to be different [55]. Furthermore, the results of the spatial analysis indicated that there
were no areas where the transmission of WNV or USUV were significantly higher or lower
than the rest of Catalonia. The most likely cluster, located in central-eastern Catalonia,
had an increased risk of USUV and a reduced risk of WNV, but differences were not
statistically significant.

For the purpose of our study, which was the identification of different flaviviruses
circulating in Catalonia, the screening test we used (cELISA, IDvet), which is able to detect
infections by a large range of flaviviruses [31], was suitable. In a different epidemiological
context, such as if the objective was the identification of WNV infections exclusively, a test
with a higher specificity [31], may be preferred. In any case, the molecular diagnosis of
flaviviruses is still necessary for the identification of the etiologic agent. In fact, during the
period study the two northern goshawks positive for WNV by RT-qPCR in 2017 [8] were
the only samples confirmed by molecular techniques.

There are several sources of bias in the selection of animals for the study that need to be
acknowledged. In the case of birds, some species were over-represented either because they
were useful for WNV surveillance (e.g., chickens or magpies), because they have ecological
value and were frequently found in wildlife recovery centers (e.g., raptors) or because
samples were commonly collected within other surveillance programs (e.g., Columbidae for
Newcastle disease and Anatidae for avian influenza). In horses, the distribution of samples
may be influenced by the proximity to the Equine Veterinary Hospital. Finally, some
regions, mainly the areas where WNV circulation was detected, were also over-represented
as a result of the specific surveys implemented there.

5. Conclusions

Given the widespread distribution of WNV and USUV in Catalonia, MNT for both
viruses should be included as a routine technique for the correct diagnosis of flavivirus in-
fections in the region. Failure to do so results in both under-detection and misclassification.
Considering the sporadic detection of TBEV, further studies of the risk of introduction and
establishment would be needed.

So far, no human infections by zoonotic flaviviruses such as WNV, USUV, or TBEV
have been reported in Catalonia. However, considering that these viruses have been
circulating for some time in different areas of Catalonia means that they need to be kept
under surveillance, and the most efficient way to do that is within a One Health framework.
That includes raising awareness among medical practitioners (clinicians), to consider these
infections in the differential diagnosis of patients with compatible clinical symptoms.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/v13122404/s1, Figure S1: Distribution of samples collected within the WNV Surveillance
Program in Catalonia between 2010 and 2019: 3791 serum samples from birds (A); and 1856 samples
from horses (B). Samples of birds and horses in the map are represented with transparency; so that
darker greys indicate overlapping of samples.

https://www.mdpi.com/article/10.3390/v13122404/s1
https://www.mdpi.com/article/10.3390/v13122404/s1


Viruses 2021, 13, 2404 11 of 13

Author Contributions: Conceptualization, S.N. and N.B.; data curation, S.N., L.P.-G. and N.B.;
formal analysis, S.N., F.L., C.B., L.P.-G., R.A., P.A.-S., S.L., M.Á.J.-C., N.B.; funding acquisition, S.N.,
F.L., M.S., M.Á.J.-C., N.B.; resources, E.J.-C., M.P., R.M.-L., E.O., O.N.; supervision, S.N. and N.B.;
writing—original draft, S.N. and N.B.; writing—review and editing, S.N., F.L., C.B., E.J.-C., M.S.,
L.P.-G., R.A., P.A.-S., M.P., R.M.-L., E.O., O.N., S.L., M.Á.J.-C., N.B. All authors have read and agreed
to the published version of the manuscript.

Funding: IRTA-CReSA and CISA-INIA (CSIC) are funded by PID2020-116768RR-C21/C22 projects.
The work was funded by the Departament d’Acció Climàtica, Alimentació i Agenda Rural. IRTA is sup-
ported by the CERCA Programme/Generalitat de Catalunya. The National Institute for Agricultural
and Food Research and Technology (CISA, INIA-CSIC) was also funded by E-RTA2015-00002-CO2-
01 project.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data not available because of legal (confidentiality) issues.

Acknowledgments: We are very grateful for the technical contribution of Núria Pujol and Raquel
Rivas from IRTA-CReSA in the laboratory work, and all the people that participate in the WNV
Surveillance Program in Catalonia, in particular the personnel of the Departament d’Acció Climàtica,
Alimentació i Agenda Rural and of the Departament de la Vicepresidència i de Polítiques Digitals i Territori,
as well as the clinical equine veterinarians and the personnel of the Equine Veterinary Hospital.

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

References
1. Barzon, L. Ongoing and emerging arbovirus threats in Europe. J. Clin. Virol. 2018, 107, 38–47. [CrossRef]
2. Beck, C.; Jimenez-Clavero, M.A.; Leblond, A.; Durand, B.; Nowotny, N.; Leparc-Goffart, I.; Zientara, S.; Jourdain, E.; Lecollinet, S.

Flaviviruses in Europe: Complex circulation patterns and their consequences for the diagnosis and control of West Nile disease.
Int. J. Environ. Res. Public Health 2013, 10, 6049–6083. [CrossRef]

3. Weaver, S.C.; Reisen, W.K. Present and future arboviral threats. Antiviral Res. 2010, 85, 328–345. [CrossRef] [PubMed]
4. Bakonyi, T.; Ivanics, E.; Erdélyi, K.; Ursu, K.; Ferenczi, E.; Weissenböck, H.; Nowotny, N. Lineage 1 and 2 strains of encephalitic

West Nile virus; central Europe. Emerg. Infect. Dis. 2006, 12, 618–623. [CrossRef] [PubMed]
5. Platonov, A.E.; Karan’, L.S.; Shopenskaia, T.A.; Fedorova, M.V.; Koliasnikova, N.M.; Rusakova, N.M.; Shishkina, L.V.; Arshba,

T.E.; Zhuravlev, V.I.; Govorukhina, M.V.; et al. Genotyping of West Nile fever virus strains circulating in southern Russia as an
epidemiological investigation method: Principles and results. Zhurnal Mikrobiologii Epidemiologii I Immunobiologii 2011, 2, 29–37.

6. Hernández-Triana, L.M.; Jeffries, C.L.; Mansfield, K.L.; Carnell, G.; Fooks, A.R.; Johnson, N. Emergence of west nile virus
lineage 2 in europe: A review on the introduction and spread of a mosquito-borne disease. Front. Public Health 2014, 2, 27.
[CrossRef] [PubMed]

7. García-Bocanegra, I.; Jaén-Téllez, J.A.; Napp, S.; Arenas-Montes, A.; Fernández-Morente, M.; Fernández-Molera, V.; Arenas, A.
West Nile fever outbreak in horses and humans; Spain; 2010. Emerg. Infect. Dis. 2011, 17, 2397–2399. [CrossRef]

8. Busquets, N.; Laranjo-González, M.; Soler, M.; Nicolás, O.; Rivas, R.; Talavera, S.; Villalba, R.; San Miguel, E.; Torner, N.; Aranda,
C.; et al. Detection of West Nile virus lineage 2 in North-Eastern Spain (Catalonia). Transbound. Emerg. Dis. 2019, 66, 617–621.
[CrossRef] [PubMed]

9. Camp, J.V.; Nowotny, N. The knowns and unknowns of West Nile virus in Europe: What did we learn from the 2018 outbreak?
Expert Rev. Anti Infect. Ther. 2020, 18, 145–154. [CrossRef]

10. Bakonyi, T.; Haussig, J.M. West Nile virus keeps on moving up in Europe. Euro Surveill. 2020, 25, 2001938. [CrossRef]
11. Rodríguez-Alarcón, L.G.S.M.; Fernández-Martínez, B.; Sierra Moros, M.J.; Vázquez, A.; Julián Pachés, P.; García Villacieros, E.;

Gómez Martín, M.B.; Figuerola Borras, J.; Lorusso, N.; Ramos Aceitero, J.M.; et al. Unprecedented increase of West Nile virus
neuroinvasive disease; Spain; summer 2020. Euro Surveill. 2021, 26, 2002010.

12. Weissenböck, H.; Kolodziejek, J.; Url, A.; Lussy, H.; Rebel-Bauder, B.; Nowotny, N. Emergence of Usutu virus; an African
mosquito-borne flavivirus of the Japanese encephalitis virus group; central Europe. Emerg. Infect. Dis. 2002, 8, 652–656.
[CrossRef] [PubMed]

13. Weissenböck, H.; Bakonyi, T.; Rossi, G.; Mani, P.; Nowotny, N. Usutu virus; Italy; 1996. Emerg. Infect. Dis. 2013,
19, 274–277. [CrossRef]

14. Busquets, N.; Alba, A.; Allepuz, A.; Aranda, C.; Ignacio Nuñez, J. Usutu virus sequences in Culex pipiens (Diptera: Culicidae);
Spain. Emerg. Infect. Dis. 2008, 14, 861–863.

15. Bakonyi, T.; Busquets, N.; Nowotny, N. Comparison of complete genome sequences of Usutu virus strains detected in Spain;
Central Europe; and Africa. Vector Borne Zoonotic Dis. 2014, 14, 324–329. [CrossRef]

16. Vázquez, A.; Ruiz, S.; Herrero, L.; Moreno, J.; Molero, F.; Magallanes, A.; Sánchez-Seco, M.P.; Figuerola, J.; Tenorio, A. West Nile
and Usutu viruses in mosquitoes in Spain; 2008–2009. Am. J. Trop. Med. Hyg. 2011, 85, 178–181. [CrossRef]

http://doi.org/10.1016/j.jcv.2018.08.007
http://doi.org/10.3390/ijerph10116049
http://doi.org/10.1016/j.antiviral.2009.10.008
http://www.ncbi.nlm.nih.gov/pubmed/19857523
http://doi.org/10.3201/eid1204.051379
http://www.ncbi.nlm.nih.gov/pubmed/16704810
http://doi.org/10.3389/fpubh.2014.00271
http://www.ncbi.nlm.nih.gov/pubmed/25538937
http://doi.org/10.3201/eid1712.110651
http://doi.org/10.1111/tbed.13086
http://www.ncbi.nlm.nih.gov/pubmed/30506625
http://doi.org/10.1080/14787210.2020.1713751
http://doi.org/10.2807/1560-7917.ES.2020.25.46.2001938
http://doi.org/10.3201/eid0807.020094
http://www.ncbi.nlm.nih.gov/pubmed/12095429
http://doi.org/10.3201/eid1902.121191
http://doi.org/10.1089/vbz.2013.1510
http://doi.org/10.4269/ajtmh.2011.11-0042


Viruses 2021, 13, 2404 12 of 13

17. Clé, M.; Beck, C.; Salinas, S.; Lecollinet, S.; Gutierrez, S.; Van de Perre, P.; Baldet, T.; Foulongne, V.; Simonin, Y. Usutu virus: A
new threat? Epidemiol. Infect. 2019, 147, e232. [CrossRef]

18. Höfle, U.; Gamino, V.; de Mera, I.G.; Mangold, A.J.; Ortíz, J.A.; de la Fuente, J. Usutu virus in migratory song thrushes; Spain.
Emerg. Infect. Dis. 2013, 19, 1173–1175. [CrossRef] [PubMed]

19. Agüero, M.; Fernández-Pinero, J.; Buitrago, D.; Sánchez, A.; Elizalde, M.; San Miguel, E.; Villalba, R.; Llorente, F.; Jiménez-Clavero,
M.A. Bagaza Virus in Partridges and Pheasants; Spain; 2010. Emerg. Infect. Dis. 2011, 17, 1498–1501. [CrossRef]

20. Llorente, F.; Pérez-Ramírez, E.; Fernández-Pinero, J.; Soriguer, R.; Figuerola, J.; Jiménez-Clavero, M.A. Flaviviruses in game birds;
southern Spain; 2011–2012. Emerg. Infect. Dis. 2013, 19, 1023–1025. [CrossRef]

21. Napp, S.; Montalvo, T.; Piñol-Baena, C.; Gómez-Martín, M.B.; Nicolás-Francisco, O.; Soler, M.; Busquets, N. Usefulness of
Eurasian Magpies (Pica pica) for West Nile virus Surveillance in Non-Endemic and Endemic Situations. Viruses 2019, 11, 716.
[CrossRef] [PubMed]

22. Estrada-Peña, A.; de la Fuente, J. The ecology of ticks and epidemiology of tick-borne viral diseases. Antiviral Res. 2014, 108,
104–128. [CrossRef] [PubMed]

23. Beauté, J.; Spiteri, G.; Warns-Petit, E.; Zeller, H. Tick-borne encephalitis in Europe; 2012 to 2016. Euro Surveill. 2018, 23. [CrossRef]
24. European Centre for Disease Prevention and Control (ECDC 2021). Tick-borne encephalitis. In ECDC. Annual Epidemiological

Report for 2017; ECDC: Stockholm, Sweden, 2021. Available online: https://www.ecdc.europa.eu/sites/default/files/documents/
AER-TBE-2019.pdf (accessed on 6 September 2021).

25. Botelho-Nevers, E.; Gagneux-Brunon, A.; Velay, A.; Guerbois-Galla, M.; Grard, G.; Bretagne, C.; Mailles, A.; Verhoeven, P.O.;
Pozzetto, B.; Gonzalo, S.; et al. Tick-Borne Encephalitis in Auvergne-Rhône-Alpes Region; France; 2017–2018. Emerg. Infect. Dis.
2019, 25, 1944–1948. [CrossRef]

26. Waldenström, J.; Lundkvist, A.; Falk, K.I.; Garpmo, U.; Bergström, S.; Lindegren, G.; Sjöstedt, A.; Mejlon, H.; Fransson, T.; Haemig,
P.D.; et al. Migrating birds and tickborne encephalitis virus. Emerg. Infect. Dis. 2007, 13, 1215–1218. [CrossRef] [PubMed]

27. Beck, C.; Lowenski, S.; Durand, B.; Bahuon, C.; Zientara, S.; Lecollinet, S. Improved reliability of serological tools for the diagnosis
of West Nile fever in horses within Europe. PLoS Negl. Trop. Dis. 2017, 11, e0005936. [CrossRef]

28. Nikolay, B. A review of West Nile and Usutu virus co-circulation in Europe: How much do transmission cycles overlap? Trans. R.
Soc. Trop. Med. Hyg. 2015, 109, 609–618. [CrossRef]

29. Santos, P.D.; Michel, F.; Wylezich, C.; Höper, D.; Keller, M.; Holicki, C.M.; Szentiks, C.A.; Eiden, M.; Muluneh, A.; Neubauer-Juric,
A.; et al. Co-infections: Simultaneous detections of West Nile virus and Usutu virus in birds from Germany. Transbound. Emerg.
Dis. 2021, 2. [CrossRef]

30. Alba, A.; Allepuz, A.; Napp, S.; Soler, M.; Selga, I.; Aranda, C.; Casal, J.; Pages, N.; Hayes, E.B.; Busquets, N. Ecological
surveillance for West Nile in Catalonia (Spain); learning from a five-year period of follow-up. Zoonoses Public Health 2014, 61,
181–191. [CrossRef]

31. Llorente, F.; García-Irazábal, A.; Pérez-Ramírez, E.; Cano-Gómez, C.; Sarasa, M.; Vázquez, A.; Jiménez-Clavero, M.A. Influence of
flavivirus co-circulation in serological diagnostics and surveillance: A model of study using West Nile; Usutu and Bagaza viruses.
Transbound. Emerg. Dis. 2019, 66, 2100–2106. [CrossRef]

32. Beck, C.; Desprès, P.; Paulous, S.; Vanhomwegen, J.; Lowenski, S.; Nowotny, N.; Durand, B.; Garnier, A.; Blaise-Boisseau, S.;
Guitton, E.; et al. A High-Performance Multiplex Immunoassay for Serodiagnosis of Flavivirus-Associated Neurological Diseases
in Horses. Biomed Res. Int. 2015, 678084. [CrossRef]

33. Kulldorff, M.; Nagarwalla, N. Spatial disease clusters: Detection and inference. Stat. Med. 1995, 14, 799–810. [CrossRef]
34. Bravo-Barriga, D.; Aguilera-Sepúlveda, P.; Guerrero-Carvajal, F.; Llorente, F.; Reina, D.; Pérez-Martín, J.E.; Jiménez-Clavero, M.Á.;

Frontera, E. West Nile and Usutu virus infections in wild birds admitted to rehabilitation centres in Extremadura; western Spain;
2017–2019. Vet. Microbiol. 2021, 255, 109020. [CrossRef]

35. Engel, D.; Jöst, H.; Wink, M.; Börstler, J.; Bosch, S.; Garigliany, M.M.; Jöst, A.; Czajka, C.; Lühken, R.; Ziegler, U.; et al.
Reconstruction of the Evolutionary History and Dispersal of Usutu Virus; a Neglected Emerging Arbovirus in Europe and Africa.
mBio 2016, 7, e01938-15. [CrossRef] [PubMed]

36. Jurado-Tarifa, E.; Napp, S.; Lecollinet, S.; Arenas, A.; Beck, C.; Cerdà-Cuéllar, M.; Fernández-Morente, M.; García-Bocanegra, I.
Monitoring of West Nile virus; Usutu virus and Meaban virus in waterfowl used as decoys and wild raptors in southern Spain.
Comp. Immunol. Microbiol. Infect. Dis. 2016, 49, 58–64. [CrossRef] [PubMed]

37. Saiz, J.C.; Blazquez, A.B. Usutu virus: Current knowledge and future perspectives. Virus Adap. Treat. 2017, 9, 27–40. [CrossRef]
38. Chvala, S.; Bakonyi, T.; Hackl, R.; Hess, M.; Nowotny, N.; Weissenböck, H. Limited pathogenicity of Usutu virus for the domestic

chicken (Gallus domesticus). Avian Pathol. 2005, 34, 392–395. [CrossRef] [PubMed]
39. Chaintoutis, S.C.; Chaskopoulou, A.; Chassalevris, T.; Koehler, P.G.; Papanastassopoulou, M.; Dovas, C.I. West Nile virus lineage

2 strain in Greece; 2012. Emerg. Infect. Dis. 2013, 19, 827–829. [CrossRef]
40. Roiz, D.; Vázquez, A.; Ruiz, S.; Tenorio, A.; Soriguer, R.; Figuerola, J. Evidence that Passerine Birds Act as Amplifying Hosts for

Usutu Virus Circulation. Ecohealth 2019, 16, 734–742. [CrossRef] [PubMed]
41. Vidaña, B.; Busquets, N.; Napp, S.; Pérez-Ramírez, E.; Jiménez-Clavero, M.Á.; Johnson, N. The Role of Birds of Prey in West Nile

Virus Epidemiology. Vaccines 2020, 8, 550. [CrossRef]

http://doi.org/10.1017/S0950268819001213
http://doi.org/10.3201/eid1907.130199
http://www.ncbi.nlm.nih.gov/pubmed/23764143
http://doi.org/10.3201/eid1708.110077
http://doi.org/10.3201/eid1906.130122
http://doi.org/10.3390/v11080716
http://www.ncbi.nlm.nih.gov/pubmed/31387316
http://doi.org/10.1016/j.antiviral.2014.05.016
http://www.ncbi.nlm.nih.gov/pubmed/24925264
http://doi.org/10.2807/1560-7917.ES.2018.23.45.1800201
https://www.ecdc.europa.eu/sites/default/files/documents/AER-TBE-2019.pdf
https://www.ecdc.europa.eu/sites/default/files/documents/AER-TBE-2019.pdf
http://doi.org/10.3201/eid2510.181923
http://doi.org/10.3201/eid1308.061416
http://www.ncbi.nlm.nih.gov/pubmed/17953095
http://doi.org/10.1371/journal.pntd.0005936
http://doi.org/10.1093/trstmh/trv066
http://doi.org/10.1111/tbed.14050
http://doi.org/10.1111/zph.12048
http://doi.org/10.1111/tbed.13262
http://doi.org/10.1155/2015/678084
http://doi.org/10.1002/sim.4780140809
http://doi.org/10.1016/j.vetmic.2021.109020
http://doi.org/10.1128/mBio.01938-15
http://www.ncbi.nlm.nih.gov/pubmed/26838717
http://doi.org/10.1016/j.cimid.2016.10.001
http://www.ncbi.nlm.nih.gov/pubmed/27865265
http://doi.org/10.2147/VAAT.S123619
http://doi.org/10.1080/03079450500268500
http://www.ncbi.nlm.nih.gov/pubmed/16236570
http://doi.org/10.3201/eid1905.121418
http://doi.org/10.1007/s10393-019-01441-3
http://www.ncbi.nlm.nih.gov/pubmed/31628631
http://doi.org/10.3390/vaccines8030550


Viruses 2021, 13, 2404 13 of 13

42. García-Bocanegra, I.; Arenas-Montes, A.; Napp, S.; Jaén-Téllez, J.A.; Fernández-Morente, M.; Fernández-Molera, V.; Arenas, A.
Seroprevalence and risk factors associated to West Nile virus in horses from Andalusia; Southern Spain. Vet. Microbiol. 2012, 160,
341–346. [CrossRef]

43. ICO. SIOC: Servidor d’informació Ornitològica de Catalunya; ICO: Barcelona, Spain, 2021. Available online: http://www.sioc.cat
(accessed on 5 September 2021).

44. Bournez, L.; Umhang, G.; Moinet, M.; Boucher, J.M.; Demerson, J.M.; Caillot, C.; Legras, L.; Devillers, E.; Hansmann, Y.;
Velay, A.; et al. Disappearance of TBEV Circulation among Rodents in a Natural Focus in Alsace; Eastern France. Pathogens 2020,
9, 930. [CrossRef]

45. European Centre for Disease Prevention and Control (ECDC 2020). Ixodes ricinus—Current Known Distribution. Available
online: https://www.ecdc.europa.eu/en/publications-data/ixodes-ricinus-current-known-distribution-may-2020 (accessed
on 6 September 2021).

46. Espunyes, J.; Cabezón, O.; Pailler-García, L.; Dias-Alves, A.; Lobato-Bailón, L.; Marco, I.; Ribas, M.P.; Encinosa-Guzmán, P.E.;
Valldeperes, M.; Napp, S. Hotspot of Crimean-Congo Hemorrhagic Fever Virus Seropositivity in Wildlife; Northeastern Spain.
Emerg. Infect. Dis. 2021, 27, 2480–2484. [CrossRef]

47. García-Bocanegra, I.; Jurado-Tarifa, E.; Cano-Terriza, D.; Martínez, R.; Pérez-Marín, J.E.; Lecollinet, S. Exposure to West Nile virus
and tick-borne encephalitis virus in dogs in Spain. Transbound. Emerg. Dis. 2018, 65, 765–772. [CrossRef] [PubMed]

48. Vanhomwegen, J.; Beck, C.; Desprès, P.; Figuerola, A.; García, R.; Lecollinet, S.; López-Roig, M.; Manuguerra, J.C.; Serra-Cobo, J.
Circulation of Zoonotic Arboviruses in Equine Populations of Mallorca Island (Spain). Vector Borne Zoonotic Dis. 2017, 17, 340–346.
[CrossRef] [PubMed]

49. Camino, E.; Schmid, S.; Weber, F.; Pozo, P.; de Juan, L.; König, M.; Cruz-Lopez, F. Detection of antibodies against tick-borne
encephalitis flaviviruses in breeding and sport horses from Spain. Ticks Tick-Borne Dis. 2020, 11, 101487. [CrossRef] [PubMed]

50. Rushton, J.O.; Lecollinet, S.; Hubálek, Z.; Svobodová, P.; Lussy, H.; Nowotny, N. Tick-borne encephalitis virus in horses; Austria;
2011. Emerg. Infect. Dis. 2013, 19, 635–637. [CrossRef]

51. Weingartl, H.M.; Drebot, M.A.; Hubálek, Z.; Halouzka, J.; Andonova, M.; Dibernardo, A.; Cottam-Birt, C.; Larence, J.; Marszal, P.
Comparison of assays for the detection of West Nile virus antibodies in chicken serum. Can. J. Vet. Res. 2003, 67, 128–132.

52. Arnal, A.; Gómez-Díaz, E.; Cerdà-Cuéllar, M.; Lecollinet, S.; Pearce-Duvet, J.; Busquets, N.; García-Bocanegra, I.; Pagès, N.;
Vittecoq, M.; Hammouda, A.; et al. Circulation of a Meaban-like virus in yellow-legged gulls and seabird ticks in the western
Mediterranean basin. PLoS ONE 2014, 9, e89601.

53. Balseiro, A.; Royo, L.J.; Martínez, C.P.; Fernández de Mera, I.G.; Höfle, Ú.; Polledo, L.; Marreros, N.; Casais, R.; Marín, J.F. Louping
ill in goats; Spain; 2011. Emerg. Infect. Dis. 2012, 18, 976–978. [CrossRef]

54. Roesch, F.; Fajardo, A.; Moratorio, G.; Vignuzzi, M. Usutu Virus: An Arbovirus on the Rise. Viruses 2019, 11, 640.
[CrossRef] [PubMed]

55. Fros, J.J.; Miesen, P.; Vogels, C.B.; Gaibani, P.; Sambri, V.; Martina, B.E.; Koenraadt, C.J.; van Rij, R.P.; Vlak, J.M.; Takken, W.; et al.
Comparative Usutu and West Nile virus transmission potential by local Culex pipiens mosquitoes in north-western Europe. One
Health 2015, 1, 31–36. [CrossRef] [PubMed]

http://doi.org/10.1016/j.vetmic.2012.06.027
http://www.sioc.cat
http://doi.org/10.3390/pathogens9110930
https://www.ecdc.europa.eu/en/publications-data/ixodes-ricinus-current-known-distribution-may-2020
http://doi.org/10.3201/eid2709.211105
http://doi.org/10.1111/tbed.12801
http://www.ncbi.nlm.nih.gov/pubmed/29322674
http://doi.org/10.1089/vbz.2016.2042
http://www.ncbi.nlm.nih.gov/pubmed/28346868
http://doi.org/10.1016/j.ttbdis.2020.101487
http://www.ncbi.nlm.nih.gov/pubmed/32723662
http://doi.org/10.3201/eid1904.121450
http://doi.org/10.3201/eid1806.120220
http://doi.org/10.3390/v11070640
http://www.ncbi.nlm.nih.gov/pubmed/31336826
http://doi.org/10.1016/j.onehlt.2015.08.002
http://www.ncbi.nlm.nih.gov/pubmed/28616462

	Introduction 
	Materials and Methods 
	Laboratory Analyses 
	Birds 
	Horses 

	Spatial Analyses 

	Results 
	Flaviviruses in Birds 
	Flaviviruses in Horses 
	Spatial Analyses 

	Discussion 
	Conclusions 
	References

