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Abstract 

Background The emergence of diseases of public health concern is enhanced by factors associated with global 
change, such as the introduction of invasive species. The Asian tiger mosquito (Aedes albopictus), considered a com‑
petent vector of different viruses and parasites, has been successfully introduced into Europe in recent decades. 
Molecular screening of parasites in mosquitoes (i.e. molecular xenomonitoring) is essential to understand the poten‑
tial role of different native and invasive mosquito species in the local circulation of vector‑borne parasites affecting 
both humans and wildlife.

Methods The presence of avian Plasmodium parasites was molecularly tested in mosquitoes trapped in five locali‑
ties with different environmental characteristics in southern Spain from May to November 2022. The species analyzed 
included the native Culex pipiens and Culiseta longiareolata and the invasive Ae. albopictus.

Results Avian Plasmodium DNA was only found in Cx. pipiens with 31 positive out of 165 mosquito pools tested. 
None of the Ae. albopictus or Cs. longiareolata pools were positive for avian malaria parasites. Overall, eight Plasmo-
dium lineages were identified, including a new lineage described here. No significant differences in parasite preva‑
lence were found between localities or sampling sessions.

Conclusions Unlike the invasive Ae. albopictus, Cx. pipiens plays a key role in the transmission of avian Plasmodium 
in southern Spain. However, due to the recent establishment of Ae. albopictus in the area, further research on the role 
of this species in the local transmission of vector‑borne pathogens with different reservoirs is required.

Keywords Aedes albopictus, Alien species, Asian tiger mosquito, Avian malaria, Birds, Culex pipiens, Culiseta 
longiareolata, Vector‑borne diseases

Background
Factors associated with global change, including climate 
change, habitat alteration and the introduction of inva-
sive species, have largely contributed to the emergence 
of diseases of public health relevance [1]. Some mos-
quito-borne pathogens causing diseases such as malaria 
and West Nile fever are major health concerns nowa-
days, causing human fatalities worldwide [2]. Different 
mosquito species have been introduced during the last 
decades in areas where they were not present before, 
potentially altering the transmission dynamics of vector-
borne pathogens affecting humans and wildlife. In addi-
tion, the costs derived for the management of invasive 
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mosquito populations and the damage that they may pro-
duce are relevant from an economic perspective [3].

The genus Aedes includes different mosquito species 
with a clear invasive character. Among them, the Asian 
tiger mosquito Aedes albopictus is a widespread mos-
quito species catalogued as one of the 100 most inva-
sive species according to the Invasive Species Specialist 
Group [4]. Native from southeast Asia, this species has 
spread to different areas around the globe in the last dec-
ades [5]. In 1979, Albania was the first area where Ae. 
albopictus was detected in Europe [6] but, nowadays, this 
species is widely present in the continent. In Spain, Ae. 
albopictus was first identified in Catalonia and has pro-
gressively colonized areas to southern Spain [7]. Aedes 
albopictus represents a major public health concern as a 
competent vector of viruses, such as dengue virus, Zika 
virus and chikungunya virus, and parasites including 
Dirofilaria [8–12].

Avian malaria parasites are widespread haemosporid-
ians of the genus Plasmodium naturally circulating 
between birds and mosquitoes. Endemic avian malaria 
produces deleterious effects on birds, affecting their 
health status, survival probability and reproductive suc-
cess [13, 14]. A recent study in the UK also supported the 
role of avian malaria parasites as a major factor explain-
ing the population decline of a common bird species, the 
house sparrow Passer domesticus [15]. More relevant 
is the detrimental effect of invasive avian Plasmodium 
parasites on native immunologically naïve host species 
[16]. For example, the introduction of avian Plasmodium 
relictum together with its vector Culex quinquefasciatus 
strongly contributed to the population decline of native 
bird species in Hawaii [16–19]. However, despite their 
importance for the transmission of avian Plasmodium, 
the study of avian malaria parasites has been mainly 
focused on the vertebrate hosts, while the role of mosqui-
toes has been comparatively less investigated.

The role of recently established invasive mosquito spe-
cies as vectors of avian malaria is poorly studied. Aedes 
albopictus uses mammals as the main bloodmeal sources, 
although birds represent about 5–10% of its diet [20]. 
Avian species including Passer montanus, Turdus mer-
ula, and Gallus domesticus, among others, are known 
hosts of Ae. albopictus in the invaded areas [20–22], sug-
gesting a potential role of this vector in the transmission 
of avian Plasmodium. This is further supported by labo-
ratory studies where Plasmodium gallinaceum, P. fallax, 
and P. lophurae completed their cycle in Ae. albopictus 
[23–25], although with lower probability than in other 
mosquitoes species [18]. In field studies, the presence 
of avian Plasmodium DNA in Ae. albopictus has been 
reported in Japan [26] and in engorged mosquito females 
from Italy [21]. In a previous study in northeastern Spain, 

none of the Ae. albopictus pools tested positive for avian 
Plasmodium, while 4 out of 167 pools containing 1190 
female Culex pipiens harbored parasites [21]. These 
studies suggest that some discrepancies exist regarding 
the contribution of Ae. albopictus in avian Plasmodium 
transmission in nature. Contrary to Ae. albopictus, the 
role of  certain native species in Spain to transmit avian 
Plasmodium has been proven [23]. Culex pipiens mostly 
feeds on birds [21, 27], and the molecular screening of 
avian malaria parasites in mosquitoes revealed the key 
role of this species as vectors of avian Plasmodium in 
Europe [28, 29]. Furthermore, some studies have proven 
experimentally the capacity of Cx. pipiens to transmit 
different Plasmodium species [23, 30–32]. On the other 
hand, Culiseta longiareolata is considered a bird-bitten 
species [33], and its role as an avian Plasmodium vector 
has also been demonstrated experimentally [34].

Here, a molecular xenomonitoring approach was used 
to explore the potential role of the invasive Ae. albopic-
tus compared with two common native mosquito spe-
cies in the local transmission of avian malaria parasites 
of the genus Plasmodium in the recently invaded area of 
southern Spain. To do that, field-collected mosquitoes 
were used to molecularly identify the presence of avian 
Plasmodium in mosquito females grouped in pools and 
to estimate its prevalence in the mosquito populations, 
also testing the potential temporal and spatial variation 
on avian Plasmodium prevalence in mosquitoes in south-
ern Spain.

Methods
Study area and mosquito sampling
Mosquitoes were trapped from May to November 2022 
in five localities of the provinces of Granada (n = 4) and 
Malaga (n = 1), southern Spain. Sampling sites included 
two urban sites, two peri-urban sites and one natural 
site, which differ in terms of land use and human den-
sity (see Additional file  1). Specifically, the four sam-
pling sites in Granada included: one natural area sited 
in a sewage station surrounded by agriculture fields (La 
Vega, 37°09′57.6"N; 3°37′27.6"W), one urban area in 
the Fuentenueva campus of the University of Granada 
(UGR) (37°10′50.4"N; 3°36′32.7"W) and two periurban 
areas in the Cartuja campus of the UGR (37°11′38.7"N; 
3°35′51.2"W) and Gójar (37°06′40.2"N; 3°36′22.4"W) 
(Fig.  1). In addition, mosquitoes were collected in the 
urban site of the Bioparc zoological garden (Fuengirola, 
Malaga province, 36°32′16.7"N; 4°37′39.5"W) to iden-
tify the role of mosquitoes in the transmission of avian 
malaria parasites in an area with a high diversity of wild-
life species. Habitat categories were assigned based on 
visual inspection of the areas and subsequently confirmed 
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according to GIS analyses in QGIS v3.18.1 [35]. Details of 
this procedure are shown in Additional file 1.

In each locality, trapping sessions were conducted 
every 2–3  weeks for 24  h approximately, except for the 
zoo, where traps operated from 7:00  p.m. to 10:00 a.m. 
(local time) to avoid the influence of visitors. Mosquitoes 
were collected with four traps per locality and sampling 
session, two Blacklight (UV)-CDC Miniature traps (Cent-
ers for Disease Control and Prevention, Atlanta, GA, 
USA) and two Biogents (BG)-Sentinel-2 traps (Biogents, 
Regensbourg, Germany), the last supplemented with dry 
ice as a source of  CO2 and BG-Lure mosquito attractant. 
In each locality, two subzones were established, sepa-
rated by approximately 10 to 50 m. In each subzone, one 
Blacklight (UV)-CDC Miniature trap and one Biogents 
(BG)-sentinel-2 trap were placed nearby. One additional 
CDC-UV trap placed in a third subzone was used in the 
zoological garden to maximize the number of mosquito 
captured in this area. Mosquitoes were frozen and trans-
ported to the laboratory on dry ice, where they were 
identified morphologically using available keys [35, 36] 
and maintained frozen (– 80ºC) until further molecular 
analyses. Mosquitoes without any apparent rest of blood 
meal in their abdomen corresponding to the same spe-
cies, trapping session and locality were pooled in inde-
pendent Eppendorfs. Each mosquito pool included the 

same number of mosquitoes (4 mosquito females) to 
avoid the potential effect of pool size on the probability of 
parasite detection.

Molecular analyses
Genomic DNA from each mosquito pool containing four 
mosquito females each was extracted using the DNeasy ® 
Blood & Tissue kit (Qiagen, Hilden, Germany). Molecu-
lar amplifications of Plasmodium DNA were conducted 
using the protocol developed by Hellgren et al. [37].  At 
least  one negative control per 20 samples was included 
during DNA extractions and one negative control per 
plate for PCR reactions. Each sample was screened twice 
to avoid false-negative samples [38]. The presence of 
amplicons was verified in 2% agarose gels. Positive sam-
ples were sequenced in both directions using the facili-
ties of STAB-VIDA (Lisbon, Portugal). Sequences were 
edited using Geneious v2023.2.1 and parasite lineages 
were identified and named using BLASTN (Basic Local 
Alignment Search Tool) with sequences deposited in 
GenBank and MalAvi [39] databases.

Statistical analyses
The dataset analyzed here includes information from 204 
mosquito pools of three different species: Cx. pipiens 

Fig. 1 Study area with the five sampled localities in the provinces of Granada (upper right points) and Malaga (lower left point) in southern Spain. 
Point colors correspond to the habitat category of each locality
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(n = 165), Ae. albopictus (n = 23) and Cs. longiareolata 
(n = 16).

Two different analyses were conducted. First, a Fisher’s 
exact test was used to identify interspecific differences in 
avian Plasmodium infection frequencies among the three 
mosquito species. Subsequently, comparisons between 
pairs of mosquito species were tested adjusting P-values 
for type I error and applying the Bonferroni method. Sec-
ond, a generalized linear model (GLM) with a binomial 
distributed error and a ‘logit’ link function was fitted to 
test whether locality and sampling session affected the 
parasite prevalence in Cx. pipiens pools. Analyses were 
restricted to Cx. pipiens pools because parasites were 
only detected in this species (see results). The model 
included the avian Plasmodium infection status (binary; 
1: infected, 0: uninfected) as the dependent variable, 
and sampling locality (factor with 5 levels)  and the sam-
pling session (continuous) as independent variables. The 
sampling session was included in the model because the 
prevalence of avian Plasmodium is expected to increase 
in mosquitoes in southern Spain from spring to autumn 
[28]. The model also included the interaction between 
sampling locality and sampling session, as seasonal 
effects might be associated with local abiotic and biotic 
characteristics. A backward stepwise model selection 
procedure was performed, starting with the most com-
plex model that included locality, sampling session and 
their interaction as explanatory variables. Next, the vari-
ables that presented a non-significant coefficient were 
excluded, from the highest to the lowest P-value. Statisti-
cal analyses were run in R using the packages stats [40] 

and rstatix [41]. Parasite prevalence for mosquito species 
was estimated using the perfect test and exact confidence 
limits according to pool size in Epitools (https:// epito ols. 
ausvet. com. au/).

Results
A total of 204 pools containing 816 mosquitoes were ana-
lyzed including the species Cx. pipiens (n = 165 mosquito 
pools), Ae. albopictus (n = 23 mosquito pools) and Cs. 
longiareolata (n = 16 mosquito pools). Thirty-one pools 
were positive for the presence of avian malaria parasites, 
all of them corresponding to Cx. pipiens. The Fisher’s 
exact test further supported the significant differences 
in the prevalence of infection among mosquito species 
(P = 0.007). The pairwise comparisons showed significant 
differences in the parasite prevalence between Cx. pipi-
ens and Ae. albopictus (P = 0.049) but not between Cx. 
pipiens and Cs. longiareolata (P = 0.110) and between 
Ae. albopictus and Cs. longiareolata (P = 1.000). The 
estimated prevalence of infection in Cx. pipiens using 
Epitools was 0.051 (C.I.95%: 0.035–0.072). Further GLM 
analysis on Cx. pipiens pools revealed non-significant 
effects for sampling locality, sampling session and their 
interaction on parasite prevalence, with none of these 
variables being retained in the final model (all P > 0.050) 
(Fig. 2).

Avian Plasmodium was detected in Cx. pipiens pools 
from all the sampling localities, although the identity 
of lineages and their prevalence differed among areas 
(Fig.  3). Overall, eight Plasmodium lineages were found 
in Cx. pipiens pools (Fig.  3), including Plasmodium 

Fig. 2 Percentage of Culex pipiens pools (y axis) that tested positive or negative for avian Plasmodium according to both sampling session (left) 
and locality (right). Numbers above the bars indicate the sample size for each sampling session/locality. Mosquitoes were trapped from May 
to November 2022, with the sampling sessions regularly distributed during this period

https://epitools.ausvet.com.au/
https://epitools.ausvet.com.au/
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vaughani SYAT05 (n = 13), P. relictum SGS1 (n = 7) and 
GRW11 (n = 2), P. matutinum LINN1 (n = 6) and Plas-
modium sp. SYAT24 (n = 1), YWT4 (n = 1) and COLL1 
(n = 1). Furthermore, a new lineage of Plasmodium sp. 
was found and named CXPIP34 (n = 1; GenBank refer-
ence: OR587915). Of them, the lineages SYAT05 and 
SGS1 were tentatively identified in a single Cx. pipiens 
pool (parasite coinfection) based on the identification 
of the double peaks in the chromatogram. Plasmodium 
lineages found in the different localities range from one 
in the periurban area of Cartuja to seven in the natural 
area of La Vega. Lineages SGS1 and SYAT05 were found 
in four of the five sampling localities, while the lineage 
LINN1 was found in three localities. Each of the lineages 
SYAT24, YWT4, COLL1 and CXPIP34 was only found in 
a single locality (Fig. 3).

Discussion
An extensive molecular screening of avian Plasmodium 
in wild native and invasive mosquitoes from two prov-
inces of southern Spain was conducted. The local circula-
tion of avian malaria parasites in the area was confirmed, 
with the species Cx. pipiens likely playing a central role 
in their transmission. Different lineages of avian Plasmo-
dium belonging to at least three different morphospecies 
were recorded in this area. Contrary to the case of Cx. 

pipiens, further support for the apparent absence of avian 
Plasmodium in Ae. albopictus was provided, potentially 
supporting the low relevance of this invasive species in 
the local transmission of avian malaria parasites in the 
area.

Differences between mosquito species
Culex pipiens is an ornithophilic species with birds rep-
resenting 69–97% of its diet [42]. This species frequently 
feeds on Plasmodium-infected birds, interacting with 
avian blood parasites under natural conditions [27]. Dif-
ferent laboratory studies have identified the competence 
of this species for the transmission of avian malaria para-
sites, including studies using different lineages and spe-
cies of Plasmodium [23]. For example, the presence of 
parasite DNA in the saliva of Cx. pipiens mosquitoes 
exposed to P. relictum- and Plasmodium cathemerium-
infected birds was previously confirmed [30, 43, 44]. 
Similarly, experimental studies using lineages such as P. 
relictum SGS1, GRW4 and GRW11 [31, 32, 45] and P. 
cathemerium PADOM02 [46] also confirmed the com-
petence of Cx. pipiens mosquitoes for their transmission. 
In the wild, molecular screening of parasites in mosquito 
pools identified the presence of avian Plasmodium in 
Cx. pipiens from different European countries, includ-
ing Spain [28, 47, 48]. Particularly in southern Spain, 
the prevalence of avian Plasmodium parasites has been 
found to range between 2–3.2% in Cx. pipiens [28, 49], a 
slightly lower value than that found in this study (5.1%). 
Overall, our results add support for the key role of Cx. 
pipiens mosquitoes in the transmission of avian Plasmo-
dium under natural conditions.

The statistical analysis supported the difference in 
parasite prevalence between mosquito species, with a 
significantly higher prevalence found in Cx. pipiens than 
in Ae. albopictus. A similar trend was found between Cx. 
pipiens and Cs. longiareolata, although the lack of signifi-
cance when comparing these two species is probably due 
to the relatively low number of Cs. longiareolata pools 
analyzed here, as a total absence of avian Plasmodium 
was found in Ae. albopictus and Cs. longiareolata pools. 
Although both species are able to feed on birds, poten-
tially affecting the transmission of avian Plasmodium, 
mammals clearly dominate the diet of Ae. albopictus [20, 
27, 49]. This mammal-bias feeding pattern may explain 
the low contribution of this invasive species to the trans-
mission of avian blood parasites. In a previous study in 
the Minami Daito Island of Japan, authors identified the 
presence of avian Plasmodium DNA in a single pool of 
Ae. albopictus out of the 46 mosquito pools tested con-
taining 81 mosquitoes [26]. However, in accordance with 
our results, additional parasite screenings in Ae. albopic-
tus from Spain and Japan reported the absence of avian 

Fig. 3 Heat map of the prevalence of infection by different lineages 
of avian Plasmodium parasites (x axis) found in Cx. pipiens pools 
from five localities (y axis) in the provinces of Granada (Cartuja, 
Fuentenueva, La Vega and Gójar) and Málaga (Fuengirola). The 
text on the right represents the total number of Cx. pipiens pools 
tested and those positive for avian Plasmodium between brackets. 
*One pool was coinfected with the lineages SYAT05 and SGS1. 
The legend on the top indicates the match between color 
and prevalence, with a darker red as prevalence increases (x‑axis), 
while the histogram represents the number of lineages (y‑axis) 
exhibiting a given prevalence (in blue)
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Plasmodium [50, 56]. The low susceptibility of Ae. albop-
ictus to avian malaria could also account for our results. 
LaPointe et al. [18] reported that even when avian Plas-
modium could complete sporogony in both Cx. quinque-
fasciatus and Ae. albopictus, their susceptibility differs 
greatly, reducing the probability of parasite detection 
in Ae. albopictus. Thus, both the low exposure to avian 
blood parasites and a reduced competence for the devel-
opment of parasites in mosquitoes may explain, at least in 
part, the absence of Plasmodium found in Ae. albopictus. 
However, this may not be the case for Cs. longiareolata, 
which is known as a common bird-bitten species [27]. 
In laboratory studies, avian malaria parasites completed 
their development in Cs. longiareolata females [23]. Nev-
ertheless, to our knowledge, there are no laboratory stud-
ies on the interaction between Cs. longiareolata and the 
avian Plasmodium lineages circulating in southern Spain, 
parasites which could be unable to complete their cycle 
in this mosquito species. Indeed, for the case of field-
collected mosquitoes in other regions of Spain, previous 
studies revealed a total absence of avian Plasmodium in 
Cs. longiareolata [50, 51]. However, Mora-Rubio et  al. 
[51] found DNA of the related Haemoproteus parasites, 
which may be mainly transmitted by other insect groups 
(i.e. Culicoides) [52]. Thus, although the small sample size 
for this species could partly explain the total absence of 
avian Plasmodium, current evidence supports the lim-
ited epidemiological relevance of Cs. longiareolata in this 
geographical area for the transmission of avian malaria 
parasites. Furthermore, the lower relative abundance of 
Ae. albopictus and Cs. longiareolata in relation with Cx 
pipiens could also help explain its lower epidemiologi-
cal importance. In addition, since traps in the zoological 
garden operated during a shorter period than in the rest 
of the localities, our sampling size in this area could be 
affected. However, this fact is not expected to affect the 
conclusions obtained based on the extremely low preva-
lence of avian Plasmodium found in these species here 
and in other previous studies [50, 51].

Lack of effect of locality and seasonality
No significant differences were found in the prevalence of 
infection in Cx. pipiens according to the sampling local-
ity and sampling session. This supports a similar preva-
lence of infections between areas despite their diverse 
landscape characteristics (see Additional file 1) and likely 
host community composition, which may alter the epide-
miology of parasites circulating in the area [53]. Sampling 
mosquitoes in more localities with different characteris-
tics could result in the identification of spatial differences 
in parasite prevalence in Cx. pipiens. However, in line 
with our results, Cx. pipiens show variable avian malaria 
prevalence in different geographical areas [28, 54, 55], 

with non-significant differences among sampling points 
or localities in the same region [56–58]. However, some 
differences were found in relation to the parasite line-
ages circulating in the different areas, with some lineages 
(e.g. SGS1 and SYAT05) being recorded in most of the 
sampling localities while four lineages were only found 
in a single locality. A different composition of bird and/
or mosquito communities in these areas may explain 
these differences [53]. Interestingly, three lineages were 
found circulating in the zoological garden, which have 
been previously recorded infecting different bird species 
in southern Spain including common blackbirds [39], a 
common species in this locality (authors personal obser-
vation). The circulation of these lineages in the zoological 
garden should be relevant from a veterinary perspective, 
as they have been previously associated with mortality 
events of immunologically naïve species such as penguins 
[59, 60]. On the other hand, several studies showed a var-
iation in the prevalence of avian Plasmodium infection 
in Cx. pipiens mosquitoes according to season [58, 61, 
62], one of them also conducted in southern Spain [28]. 
In this case, the maximum peak of infection prevalence 
was reached in autumn [28, 51], which has been attrib-
uted, among other factors, to the increased abundance of 
immunological naïve bird individuals (yearling birds) [28, 
63–65]. The lack of differences found here could be partly 
due to the fact that most of the mosquito samples were 
taken in summer, while comparatively a lower number 
of samples from spring and autumn were included in the 
analyses. In addition, one limitation of our study is that 
mosquitoes were sampled during a single year. Although 
similar procedures have been used in other previous 
studies [28, 51], interannual differences in factors such 
as temperature may largely determine the community of 
vectors [66] and, potentially, the local circulation of mos-
quito-borne parasites [67].

Conclusions
Culex pipiens mosquito females play a central role in the 
transmission of avian Plasmodium in southern Spain. By 
contrast, our results suggest that the invasive Ae. albop-
ictus might play a minor role as vectors of these patho-
gens, probably due to differences in their blood feeding 
patterns, pathogen susceptibility and relative abundance. 
Further studies analyzing additional mosquitoes from 
other areas and years should be carried out to confirm 
the low relevance of this invasive species in the local cir-
culation of avian pathogens. Due to the similarities in the 
epidemiology of avian Plasmodium with other patho-
gens which use birds as reservoirs and mosquitoes as 
vectors, such as the zoonotic West Nile virus [68], our 
results could shed light on the epidemiology of pathogens 
with public health relevance. This is especially relevant 
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considering the local circulation of WNV in southern 
Spain [69], a zoonotic pathogen occasionally transmitted 
by mosquitoes from birds to humans, horses and other 
vertebrates [70].

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13071‑ 024‑ 06133‑8.

Additional file 1: Detailed description of GIS Analysis and Table S1 : Habi‑
tat characteristics of the five localities included in this study.

Acknowledgements
We thank L.M. de Pablos for allowing us the use the laboratory facilities. 
We greatly appreciate the support given by the “Grupo de Investigación 
Comportamiento y Ecología Animal” of the University of Granada for the field 
sampling. Two students of the C.P.I.F.P. Aynadamar de Granada helped with the 
laboratory procedures.

Author contributions
JMP conceived the original idea. MG, JV, MG, JMP, MMY and JR participated in 
the field sampling. MG and JV conducted the molecular analysis with assis‑
tance from C.M. and MJR; MG and JV performed the statistical analysis. MG, 
JV and JMP wrote the first original draft of the manuscript and subsequent 
versions with considerable assistance from the rest of coauthors. All authors 
have read and agreed to the published version of the manuscript. MG and JV 
equally contributed to this article and share first authorship.

Funding
Open Access funding provided thanks to the CRUE‑CSIC agreement 
with Springer Nature. This study was financed by the MICROVEC‑
PID2020‑118205 GB‑I00 grant to Josué Martínez‑de la Puente funded by 
MCIN/AEI/10.13039/501100011033. Additional support derived from the 
CNS2022‑135993 grant of the Ministerio de Ciencia e Innovación (MCIN/
AEI/10.13039/501100011033) with funding from European Union NextGen‑
erationEU. Mario Garrido was supported by the María Zambrano program, and 
Jesús Veiga received financial support from the Margarita Salas and Juan de 
la Cierva programs. Marta Garrigós was supported by an FPI grant (PRE2021‑
098544). Mario Garrido is currently financed by the PID2022‑137746NA‑I00, 
funded by Spanish Ministry of Science and Innovation. Finally, this paper was 
financed by Programa QUALIFICA, Junta de Andalucía, Consejería de Universi‑
dad, Investigación e Innovación (project QUAL21020 EBD).

Availability of data and materials
The data supporting the findings of the study must be available within the 
article and/or its supplementary materials, or deposited in a publicly available 
database.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no known competing financial interests 
or personal relationships that could have appeared to influence the work 
reported in this paper.

Received: 8 November 2023   Accepted: 11 January 2024
Published: 29 January 2024

References
 1. Jones KE, Patel NG, Levy MA, Storeygard A, Balk D, Gittleman JL, et al. 

Global trends in emerging infectious diseases. Nature. 2008;451:990–3.
 2. Goddard J. Infectious diseases and arthropods. Cham: Springer Interna‑

tional Publishing; 2018. https:// doi. org/ 10. 1007/ 978‑3‑ 319‑ 75874‑9.
 3. Diagne C, Leroy B, Vaissière A‑C, Gozlan RE, Roiz D, Jarić I, et al. High 

and rising economic costs of biological invasions worldwide. Nature. 
2021;592:571–6.

 4. Global Invasive Species Database. 2013. http:// www. iucng isd. org/ gisd/ 
100_ worst. php. Accessed 12 Oct 2023.

 5. Kraemer MU, Sinka ME, Duda KA, Mylne AQ, Shearer FM, Barker CM, et al. 
The global distribution of the arbovirus vectors Aedes aegypti and Ae. 
albopictus. eLife. 2015;4:e08347.

 6. Adhami J, Reiter P. Introduction and establishment of Aedes (Stegomyia) 
albopictus skuse (Diptera: Culicidae) in Albania. J Am Mosq Control Assoc. 
1998;14:340–3.

 7. Aranda C, Eritja R, Roiz D. First record and establishment of the mosquito 
Aedes albopictus in Spain. Med Vet Entomol. 2006;20:150–2.

 8. 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. Eurosurveillance. 2010;15:19676.

 9. Schmidt‑Chanasit J, Haditsch M, Schöneberg I, Günther S, Stark K, Frank C. 
Dengue virus infection in a traveller returning from Croatia to Germany. 
Eurosurveillance. 2010;15:19677.

 10. Cancrini G, Di Frangipane RA, Ricci I, Tessarin C, Gabrielli S, Pietrobelli M. 
Aedes albopictus is a natural vector of Dirofilaria immitis in Italy. Veterinary 
Parasitol. 2003;118:195–202.

 11. Fernández‑Martínez B, Pampaka D, Suárez‑Sánchez P, Figuerola J, Sierra 
MJ, León‑Gomez I, et al. Spatial analysis for risk assessment of dengue in 
Spain. Enferm Inf Microbiol Clin. 2023. https:// doi. org/ 10. 1016/j. eimce. 
2023. 06. 010.

 12. Gutiérrez‑López R, Figuerola J, la Martínez‑de Puente J. Methodological 
procedures explain observed differences in the competence of European 
populations of Aedes albopictus for the transmission of Zika virus. Acta 
Trop. 2023;237:106724.

 13. Lachish S, Knowles SCL, Alves R, Wood MJ, Sheldon BC. Fitness effects of 
endemic malaria infections in a wild bird population: the importance of 
ecological structure. J Anim Ecol. 2011;80:1196–206.

 14. Knowles SCL, Palinauskas V, Sheldon BC. Chronic malaria infections 
increase family inequalities and reduce parental fitness: experimental 
evidence from a wild bird population. J Evol Biol. 2010;23:557–69.

 15. Dadam D, Robinson RA, Clements A, Peach WJ, Bennett M, Rowcliffe JM, 
et al. Avian malaria‑mediated population decline of a widespread iconic 
bird species. R Soc open sci. 2019;6:182197.

 16. Van Riper C, Van Riper SG, Goff ML, Laird M. The epizootiology and 
ecological significance of malaria in Hawaiian land birds. Ecol Monogr. 
1986;56:327–44.

 17. Paxton EH, Camp RJ, Gorresen PM, Crampton LH, Leonard DL, Vander‑
Werf EA. Collapsing avian community on a Hawaiian island. Sci Adv. 
2016;2:e1600029.

 18. LaPointe DA, Goff ML, Atkinson CT. Comparative susceptibility of intro‑
duced forest‑dwelling mosquitoes in Hawai’i to avian malaria, Plasmo-
dium relictum. J Parasitol. 2005;91:843–9.

 19. la Martínez‑de Puente J, Santiago‑Alarcon D, Palinauskas V, Bensch S. 
Plasmodium relictum. Trends Parasitol. 2021;37:355–6.

 20. Cebrián‑Camisón S, la Martínez‑de Puente J, Figuerola J. A literature 
review of host feeding patterns of invasive Aedes mosquitoes in Europe. 
Insects. 2020;11:848.

 21. la Martínez‑de Puente J, Muñoz J, Capelli G, Montarsi F, Soriguer R, 
Arnoldi D, et al. Avian malaria parasites in the last supper: identifying 
encounters between parasites and the invasive Asian mosquito tiger and 
native mosquito species in Italy. Malar J. 2015;14:32.

 22. Guo X‑X, Li C‑X, Wang G, Zheng Z, Dong Y‑D, Zhang Y‑M, et al. Host feed‑
ing patterns of mosquitoes in a rural malaria‑endemic region in Hainan 
island. China J Am Mosq Control Assoc. 2014;30:309–11.

https://doi.org/10.1186/s13071-024-06133-8
https://doi.org/10.1186/s13071-024-06133-8
https://doi.org/10.1007/978-3-319-75874-9
http://www.iucngisd.org/gisd/100_worst.php
http://www.iucngisd.org/gisd/100_worst.php
https://doi.org/10.1016/j.eimce.2023.06.010
https://doi.org/10.1016/j.eimce.2023.06.010


Page 8 of 9Garrigós et al. Parasites & Vectors  (2024) 17:40

 23. Santiago‑Alarcon D, Palinauskas V, Schaefer HM. Diptera vectors of avian 
Haemosporidian parasites: untangling parasite life cycles and their 
taxonomy. Biol Rev. 2012;87:928–64.

 24. Yurayart N, Kaewthamasorn M, Tiawsirisup S. Vector competence of Aedes 
albopictus (Skuse) and Aedes aegypti (Linnaeus) for Plasmodium gallina-
ceum infection and transmission. Vet Parasitol. 2017;241:20–5.

 25. Russell PF, Menon PB. On the transmission of Plasmodium gallinaceum to 
mosquitoes. Am J Trop Med Hyg. 1942;s1‑22:559–63.

 26. Ejiri H, Sato Y, Sasaki E, Sumiyama D, Tsuda Y, Sawabe K, et al. Detection 
of avian Plasmodium spp. DNA sequences from mosquitoes captured in 
Minami Daito island of Japan. J Vet Med Sci. 2008;70:1205–10.

 27. la Martínez‑de Puente J, Soriguer R, Senar JC, Figuerola J, Bueno‑Mari R, 
Montalvo T. Mosquitoes in an urban zoo: Identification of blood meals, 
flight distances of engorged females, and avian malaria infections. Front 
Vet Sci. 2020;7:460.

 28. Ferraguti M, la Martínez‑de Puente J, Muñoz J, Roiz D, Ruiz S, Soriguer 
R, et al. Avian Plasmodium in Culex and Ochlerotatus mosquitoes from 
southern Spain: effects of season and host‑feeding source on parasite 
dynamics. PLoS ONE. 2013;8:e66237.

 29. Zittra C, Kocziha Z, Pinnyei S, Harl J, Kieser K, Laciny A, et al. Screening 
blood‑fed mosquitoes for the diagnosis of filarioid helminths and avian 
malaria. Parasit Vectors. 2015;8:16.

 30. Gutiérrez‑López R, la Martínez‑de Puente J, Gangoso L, Soriguer R, 
Figuerola J. Plasmodium transmission differs between mosquito species 
and parasite lineages. Parasitol. 2020;147:441–7.

 31. Valkiūnas G, Žiegytė R, Palinauskas V, Bernotienė R, Bukauskaitė D, Ilgūnas 
M, et al. Complete sporogony of Plasmodium relictum (lineage pGRW4) 
in mosquitoes Culex pipiens pipiens, with implications on avian malaria 
epidemiology. Parasitol Res. 2015;114:3075–85.

 32. Žiegytė R, Bernotienė R, Bukauskaitė D, Palinauskas V, Iezhova T, Valkiūnas 
G. Complete sporogony of Plasmodium relictum (lineages pSGS1 and 
pGRW11) in mosquito Culex pipiens pipiens form molestus, with implica‑
tions to avian malaria epidemiology. J Parasitol. 2014;100:878–82.

 33. Norbert Becker, Dusan Petric, Marija Zgomba, Clive Boase, Minoo Madon, 
Christine Dahl, et al. Mosquitoes and their control. Springer Science & 
Business Media; 2010.

 34. Corradetti A, Scanga M. Notes on Plasmodium (Giovannolaia) polare and 
its transmission with Culiseta longiareolata. Proc First Int Congress Parasi‑
tol. 1966;1:236–8.

 35. Schaffner F., Angel Guy, Geoffroy Bernard, Hervy Jean‑Paul, Rhaiem 
A., Brunhes Jacques. (2001). Les moustiques d’Europe : logiciel 
d’identification et d’enseignement = The mosquitoes of Europe : an 
identification and training programme. Paris (FRA) ; Montpellier : IRD ; EID, 
1 CD ROM. (Didactiques).

 36. Gunay F, Picard M, Robert V. interactive identification key for female mos‑
quitoes (Diptera: Culicidae) of euro‑Mediterranean and black sea regions. 
Int J Infect Dis. 2016;53:110–1.

 37. Hellgren O, Waldenström J, Bensch S. A new PCR assay for simultaneous 
studies of Leucocytozoon, Plasmodium, and Haemoproteus from avian 
blood. J Parasitol. 2004;90:797–802.

 38. McClintock BT, Nichols JD, Bailey LL, MacKenzie DI, WilliamL K, Franklin 
AB. Seeking a second opinion: Uncertainty in disease ecology. Ecol Lett. 
2010;13:659–74.

 39. Bensch S, Hellgren O, Pérez‑Tris J. MalAvi: a public database of malaria 
parasites and related haemosporidians in avian hosts based on mito‑
chondrial cytochrome b lineages. Mol Ecol Resour. 2009;9:1353–8.

 40. R Core Team. R: A language and environment for statistical computing. 
R Foundation for Statistical Computing, Vienna, Austria. 2021 [cited 2023 
Nov 7]. https:// www.r‑ proje ct. org/. Accessed 7 Nov 2023.

 41. Kassambara A. rstatix: Pipe‑friendly framework for basic statistical tests. 
2023.

 42. Gómez‑Díaz E, Figuerola J. New perspectives in tracing vector‑borne 
interaction networks. Trends Parasitol. 2010;26:470–6.

 43. Gutiérrez‑López R, la Martínez‑de Puente J, Gangoso L, Yan J, Soriguer 
RC, Figuerola J. Do mosquitoes transmit the avian malaria‑like parasite 
Haemoproteus? An experimental test of vector competence using mos‑
quito saliva. Parasit Vectors. 2016;9:609.

 44. la Martínez‑de Puente J, Gutiérrez‑López R, Díez‑Fernández A, Soriguer 
RC, Moreno‑Indias I, Figuerola J. Effects of mosquito microbiota on the 
survival cost and development success of avian Plasmodium. Front Micro‑
biol. 2021;11:562220.

 45. Kazlauskienė R, Bernotienė R, Palinauskas V, Iezhova TA, Valkiūnas G. 
Plasmodium relictum (lineages pSGS1 and pGRW11): Complete syn‑
chronous sporogony in mosquitoes Culex pipiens pipiens. Exp Parasitol. 
2013;133:454–61.

 46. Aly MZY, Mohamed III, Sebak SI, Vanstreels RET, El Gendy AM. Morphologi‑
cal and molecular characterization of Plasmodium cathemerium (lineage 
PADOM02) from the sparrow Passer domesticus with complete sporogony 
in Culex pipiens complex. Parasitol. 2020;147:985–93.

 47. Ventim R, Ramos JA, Osório H, Lopes RJ, Pérez‑Tris J, Mendes L. Avian 
malaria infections in western European mosquitoes. Parasitol Res. 
2012;111:637–45.

 48. Schoener E, Uebleis SS, Butter J, Nawratil M, Cuk C, Flechl E, et al. Avian 
Plasmodium in Eastern Austrian mosquitoes. Malar J. 2017;16:389.

 49. Ferraguti M, Heesterbeek H, la Martínez‑de Puente J, Jiménez‑Clavero 
MÁ, Vázquez A, Ruiz S, et al. The role of different Culex mosquito species 
in the transmission of West Nile virus and avian malaria parasites in Medi‑
terranean areas. Transbound Emerg Dis. 2021;68:920–30.

 50. la Martínez‑de Puente J, Díez‑Fernández A, Montalvo T, Bueno‑Marí R, 
Pangrani Q, Soriguer RC, et al. Do invasive mosquito and bird species alter 
avian malaria parasite tansmission? Diversity. 2020;12:111.

 51. Mora‑Rubio C, Ferraguti M, Magallanes S, Bravo‑Barriga D, Hernandez‑
Caballero I, Marzal A, et al. Unravelling the mosquito‑haemosporidian 
parasite‑bird host network in the southwestern Iberian Peninsula: 
insights into malaria infections, mosquito community and feeding prefer‑
ences. Parasit Vectors. 2023;16:395.

 52. Valkiūnas G. Avian malaria parasites and other Haemosporidia. Boca 
Raton: CRC Press; 2004.

 53. Ferraguti M, Martínez‑de la Puente J, Bensch S, Roiz D, Ruiz S, Viana DS, 
et al. Ecological determinants of avian malaria infections: an integrative 
analysis at landscape, mosquito and vertebrate community levels. J Anim 
Ecol. 2018;87:727–40.

 54. Glaizot O, Fumagalli L, Iritano K, Lalubin F, Van Rooyen J, Christe P. High 
prevalence and lineage diversity of avian malaria in wild populations 
of great tits (Parus major) and mosquitoes (Culex pipiens). PLoS ONE. 
2012;7:e34964.

 55. Hughes T, Irwin P, Hofmeister E, Paskewitz SM. Occurrence of avian 
Plasmodium and West Nile virus in Culex species in Wisconsin. J Am Mosq 
Control Assoc. 2010;26:24–31.

 56. Ejiri H, Sato Y, Sawai R, Sasaki E, Matsumoto R, Ueda M, et al. Prevalence of 
avian malaria parasite in mosquitoes collected at a zoological garden in 
Japan. Parasitol Res. 2009;105:629–33.

 57. Ionică AM, Zittra C, Wimmer V, Leitner N, Votýpka J, Modrý D, et al. Mos‑
quitoes in the Danube Delta: searching for vectors of filarioid helminths 
and avian malaria. Parasit Vectors. 2017;10:324.

 58. Zélé F, Vézilier J, L’Ambert G, Nicot A, Gandon S, Rivero A, et al. Dynam‑
ics of prevalence and diversity of avian malaria infections in wild Culex 
pipiens mosquitoes: the effects of Wolbachia, filarial nematodes and 
insecticide resistance. Parasit Vectors. 2014;7:437.

 59. González‑Olvera M, Hernandez‑Colina A, Himmel T, Eckley L, Lopez 
J, Chantrey J, et al. Molecular and epidemiological surveillance of 
Plasmodium spp. during a mortality event affecting Humboldt penguins 
(Spheniscus humboldti) at a zoo in the UK. Int J Parasitol Parasites Wildl. 
2022;19:26–37.

 60. Cocumelli C, Iurescia M, Diaconu EL, Galietta V, Raso C, Buccella C, et al. 
Plasmodium matutinum causing avian malaria in lovebirds (Agapornis 
roseicollis) hosted in an Italian zoo. Microorganisms. 2021;9:1356.

 61. Odagawa T, Inumaru M, Sato Y, Murata K, Higa Y, Tsuda Y. A long‑term field 
study on mosquito vectors of avian malaria parasites in Japan. J Vet Med 
Sci. 2022;84:1391–8.

 62. Lalubin F, Delédevant A, Glaizot O, Christe P. Temporal changes in mos‑
quito abundance (Culex pipiens), avian malaria prevalence and lineage 
composition. Parasit Vectors. 2013;6:307.

 63. Inci A, Yildirim A, Njabo KY, Duzlu O, Biskin Z, Ciloglu A. Detection and 
molecular characterization of avian Plasmodium from mosquitoes in 
central Turkey. Vet Parasitol. 2012;188:179–84.

 64. Kim KS, Tsuda Y, Yamada A. Bloodmeal identification and detection of 
avian malaria parasite from mosquitoes (Diptera: Culicidae) inhabiting 
coastal areas of Tokyo bay. Japan J Med Entomol. 2009;46:1230–4.

 65. Kim KS, Tsuda Y. Seasonal changes in the feeding pattern of Culex 
pipiens pallens govern the transmission dynamics of multiple lineages 

https://www.r-project.org/


Page 9 of 9Garrigós et al. Parasites & Vectors  (2024) 17:40 

of avian malaria parasites in Japanese wild bird community. Mol Ecol. 
2010;19:5545–54.

 66. Castaño‑Vázquez F, Merino S. Differential effects of environmental cli‑
matic variables on parasite abundances in blue tit nests during a decade. 
Integr Zool. 2022;17:511–29.

 67. Jiménez‑Peñuela J, Ferraguti M, Martínez‑de la Puente J, Soriguer RC, 
Figuerola J. Urbanization effects on temporal variations of avian haemos‑
poridian infections. Environ Res. 2021;199:111234.

 68. Ferraguti M, Martínez‑de la Puente J, Figuerola J. Ecological effects on the 
dynamics of West Nile Virus and avian Plasmodium: The importance of 
mosquito communities and landscape. Viruses. 2021;13:1208.

 69. Figuerola J, Jiménez‑Clavero MÁ, Ruíz‑López MJ, Llorente F, Ruiz S, Hoefer 
A, et al. A one health view of the West Nile virus outbreak in Andalusia 
(Spain) in 2020. Emerg Microbes Infect. 2022;11:2570–8.

 70. Van Der Meulen KM, Pensaert MB, Nauwynck HJ. West Nile virus in the 
vertebrate world. Arch Virol. 2005;150:637–57.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.


	Avian Plasmodium in invasive and native mosquitoes from southern Spain
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Methods
	Study area and mosquito sampling
	Molecular analyses
	Statistical analyses

	Results
	Discussion
	Differences between mosquito species
	Lack of effect of locality and seasonality

	Conclusions
	Acknowledgements
	References


