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Abstract
Background: Host identification is an essential step in studies on the transmission dynamics of vector-borne
disease. Nowadays, molecular tools allow the identification of vertebrate hosts to the species level. However, the
proportion of successful identifications is variable and may be affected by the quality of the samples and the
laboratory protocols. Here, the effect of two of these factors, namely the digestion status of mosquito blood meal
and the DNA extraction procedure, on the success of host identification by amplification and sequencing of a
fragment of the cytochrome oxidase 1 gene were tested.
Methods: Mosquitoes collected both outdoors and indoors during 2012 in southern Spain were identified to
species level and their blood meal digestion status recorded using the Sella score, a visual estimation of the
digestion status of mosquito blood meals. Each mosquito was assigned randomly to one of two DNA extraction
procedures: the quick and cheap HotSHOT procedure or the QIAGEN DNeasy Blood and TissueW kit and their hosts
identified by a molecular method.
Results: Three hundred and forty-seven blood-fed mosquitoes belonging to Anopheles atroparvus (n=171), Culex
perexiguus (n=84), Culex pipiens (n=43), Culex theileri (n=39), Culex modestus (n=5), Ochlerotatus caspius (n=4), Culiseta
sp. (n=1) were included in this study. Overall, hosts were identified from 234 blood meals compromising at least 25
species including mammals, birds and a single reptile. The success of host identification was lower in mosquitoes
with an advanced stage of blood meal digestion and for blood meals extracted using the HotSHOT procedure.
Conclusions: The success of host identification decreases with the advanced stage of mosquito blood meal
digestion, from 84.5% for recent blood meals to 25.0% for more digested ones. Using the QIAGEN kit, the
identification success improved by 17.6%, with larger increases at more advanced stages of blood meal digestion.
Availability of blood-fed females used to be very limited for studies of vector ecology, and these results may help
to increase the efficiency of blood meal analyses. In addition, results obtained in this study clearly support that the
potential malaria vector An. atroparvus feeds on animals located outdoors but use human-made shelters for resting
after feeding.
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Background
The identification of vertebrate feeding sources and host
preferences is essential for studies of the dynamics of
transmission of vector-borne pathogens. Traditional
serological techniques, including precipitin tests and
enzyme-linked immunosorbent assays (ELISA), have
been used to identify hosts from a diversity of insect
vectors [1-3]. Although the use of these methods has
provided valuable information, they have several limitations, including the difficulties of obtaining specific antisera against a broad diversity of host species and thereby
failing to detect any host being investigated. To solve
these limitations, researchers have progressively incorporated molecular approaches based on the amplification
of DNA to identify hosts to species level [4].
Successful identification of hosts by PCR-based methods
may be limited by the quality and quantity of the host´s
DNA contained in the abdomen of mosquitoes [5]. After
feeding, the digestion of blood meal in the insect gut favours a quick degradation of host DNA. Therefore, as the
stage of blood digestion increases the success of identification of blood meal sources may decrease [6]. Although
variable, according to the method employed and the insect
species tested, studies in the laboratory have shown that
amplification of host DNA fails a few days after feeding
[7]. An advance digestion status of blood-fed mosquitoes
may be a potential reason explaining the proportion of
unidentified blood meals in molecular studies [8-10].
To reduce the potential failure of host identification
and the cost derived from these analyses, some studies
on field-caught insects, from which the period between
feeding and capture is unknown, only include fully
engorged females [11,12] or females containing a recent
blood meal [13]. However, capturing blood-fed females
is a difficult task because they are not attracted to CO2
or other commonly used attractants for mosquitoes
[14]. Although other more specific techniques for
blood-fed female capture, such as resting boxes or aspirations at resting areas may be used, the number of
blood-fed females available for analysis is usually limited. For example, in a recent study on mosquitoes, of
the total of 212,987 specimens captured, only 911
(0.43%) engorged females produced a successful amplification [9]. Similar results have been also reported on
studies on other haematophagous insects, such as
Culicoides [15,16]. Consequently, it is important to describe protocols for blood meal analysis that maximize
amplification success.
Here, the impact of blood meal digestion status and
two commonly used DNA extraction protocols on mosquito blood meal identification using DNA sequencing
were analysed. Mosquito species studied here have
sanitary and ecological importance as potential vectors
of pathogens to humans, livestock and wildlife. This is
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the case for Anopheles atroparvus, the primary vector of
human malaria in Spain in the past, which has recently
been incriminated in a case of autochthonous malaria
transmission [17], and different Culex species involved
in the transmission of avian malaria [18,19] and West
Nile and Usutu virus [20].

Methods
Study area

Mosquito captures were done at Cañada de los Pájaros
(Seville, Spain; 6°14’W, 36°57’N), a private natural reserve with a small freshwater pond of about five hectares
resulting from the restoration of an abandoned gravel
pit and surrounded by ricefields. Cañada de los Pájaros
concentrates a large diversity of free-living native birds
and captive exotic and native birds and some mammals,
including domestic animals and humans. As a part of an
extensive study on the transmission of vector-borne diseases, from September to November 2012, 319 bloodfed mosquitoes were captured by direct aspiration while
resting in the main building at Cañada de los Pájaros.
Furthermore, 28 blood-fed mosquitoes were captured
resting outside the building in the same locality and in
other surrounding localities (i.e., Doñana National Park)
using an aspirator, CDC-type downdraft miniature
suction traps (model 1212; J. W. Hock, Gainesville, FL,
USA) and BG traps (Biogents, Regensburg, Germany)
supplemented with CO2. Subsequently, mosquitoes were
enumerated on a chill table under a stereomicroscope to
species levels using available morphological keys [21,22].
Culex mosquitoes belonging to the univittatus complex
were identified as Culex perexiguus based on the criteria
described by Harbach [23]. The digestion status of mosquito blood meals was scored visually according to the
Sella score from zero (unfed mosquitoes) to seven (female
without visible blood and eggs fully developed in their
abdomen), following Detinova [24], see Figure 1. Mosquitoes were stored at −80°C until molecular analyses of
blood meal origin were carry out.
Blood meal identification

Mosquitoes were randomly assigned to one of two
different DNA extraction protocols. The abdomens of
142 blood-fed mosquitoes were treated following the
HotSHOT procedure: each abdomen was cut off using
sterile tips and subsequently introduced into 75 μl of
lysis solution (25 mM NaOH, 0.2 mM EDTA), crushed
and incubated at 95°C for 30 minutes. After incubation,
the solution was cooled on ice for five minutes and then
75 μl of neutralization solution (40 mM Tris–HCl) was
added. At least two negative DNA extraction controls (i e,
absence of blood) were included per plate. Abdomens
were simultaneously processed using 96-thermowell plates
and DNA extracts were stored at −20°C until PCR
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Figure 1 Culex pipiens females with different stages of blood meal digestion. Numbers indicate the stage of blood meal digestion
according to the Sella´s score.

amplification. In addition, DNA from the abdomen of 205
blood-fed mosquitoes was isolated using the DNeasy
Blood and TissueW kit (QIAGEN, Hilden, Germany)
following company specifications.
Vertebrate hosts were identified using a nested-PCR
approach [25], which is effective to identify the feeding
source of haematophagous insects. A fragment of 758
base pairs (bp) of the mitochondrial cytochrome oxidase
1 (COI) gen was amplified with the primary pair of
primers M13BCV-FW and BCV-RV1 and the nested primer pair M13 and BCV-RV2. Positive amplifications were
sequenced in one direction according to BigDye 1.1
technology (Applied Biosystems, Carlsbad, CA, USA).
Labelled DNA fragments of PCR-positive products were
resolved through an ABI 3130xl automated sequencer
(Applied Biosystems, Carlsbad, CA, USA). Sequences were
edited using the software Sequencher™ v4.9 (Gene Codes
Corp, © 1991–2009, Ann Arbor, MI, USA) and assigned
to particular vertebrate species when agreement was ≥98%
to sequences of known species in GenBank DNA
sequence database (National Center for Biotechnology
Information Blast) or the Barcode of Life Data Systems
(BOLD).
Statistical analysis

A generalized linear mixed model (GLMM) with binomial distributed error and logit link function was used to
test for the effect of the blood meal digestion status and
the DNA extraction protocol on the success of host
identification of blood-fed females. Identification success
(0 or 1) was included as the dependent variable and
DNA extraction protocol, Sella score and the interaction
between both factors were included as independent variables. Mosquito species was included as a random factor
and the model was fitted using Laplace approximation
[26]. The analyses were repeated using only data from
An. atroparvus (the species most extensively sampled)
but given that the results were qualitatively the same,

only the model including data from all species is
shown. Analyses were done using SAS 9.2 (SAS Institute
Inc 2010).

Results
Overall, 347 blood-fed mosquitoes were included in this
study. The most abundant species sampled was An.
atroparvus followed by Cx. perexiguus, Culex pipiens, Culex
theileri, Culex modestus, Ochlerotatus caspius and Culiseta
sp. (Table 1). The blood meal source was successfully identified for 234 females (Table 1). The success of host identification decreased as the digestion status of the blood meal
increased (F5,330=11.08, p<0.0001, Table 1). A higher success was obtained using the QIAGEN kit (F1,330=25.24,
p<0.0001, 153/205, 74.6%) than the HotSHOT procedure
(81/142, 57.0%). No interaction occurred between extraction method and digestion status (F4,330=1.43, p=0.23),
although the differences in success with extraction method
were not significant for females with very fresh blood meals
(Sella score 2, F1,330=1.13, p=0.29).
Twenty-four host species were identified including
four mammals, 14 birds and a single reptile (Table 2).
DNA from an additional unidentified bird species was
isolated. This unknown species could not be identified
by direct comparison with those sequences deposited in
Genbank. Rabbit sequences were confirmed by comparison with sequences isolated from fresh muscle tissue. In
addition, three samples from Anas sp. and one sample
from Grus sp. were identified to the genus level. Dog
was the most common feeding source of mosquitoes
compromising 71.4% of the identified blood meals. A
single human derived blood meal from An. atroparvus
was isolated. Evidence of mixed blood meals was not
observed.
Discussion
The efficiency of the analyses of host blood meal source
differs widely between studies (i.e., 17.5%-92%, see
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Table 1 Sella score of blood meal digestion, DNA extraction protocol used, and blood meal origin identification
success for the 347 female mosquitoes analysed
HotSHOT

QIAGEN kit

Mosquito species

2

3

4

5

6

2

3

4

5

6

7

Total

Anopheles atroparvus

19

15

17

10

16

27

20

20

16

8

3

171

Culex modestus

1

1

0

0

0

0

0

1

0

2

0

5

Culex perexiguus

40

3

2

1

1

8

8

7

5

7

2

84

Culex pipiens

3

3

1

2

1

9

6

4

4

7

3

43

Culex theileri

0

0

0

1

1

7

8

10

5

7

0

39

Ochlerotatus caspius

2

2

0

0

0

0

0

0

0

0

0

4

Culiseta sp.

0

0

0

0

0

0

0

0

0

1

0

1

Total

65

24

20

14

19

51

42

42

30

32

8

347

Identified blood meals

52

15

10

3

1

46

41

33

18

13

2

234

Success (%)

80.0

62.5

50.0

21.4

5.3

90.2

97.6

78.6

60.0

40.6

25.0

Table 2 Vertebrate host species identified for each mosquito species
Mosquito species

Mammals

Birds

Anopheles atroparvus

Canis lupus familiaris (99)

Gallus gallus (2)

Reptiles

Equus caballus (4)
Equus asinus (2)
Ovis aries (2)
Oryctolagus cuniculus (2)
Rattus norvegicus (2)
Bos taurus (1)
Homo sapiens (1)
Anas sp. (2)

Culex modestus
Culex perexiguus

Canis lupus familiaris (33)

Gallus gallus (9)

Equus asinus (1)

Columba livia (5)
Passer domesticus (1)
Pterocles alchata (1)
Cygnus buccinator (1)
Corvus monedula (1)
Pauxi pauxi (1)
Anas sp. (1)

Culex pipiens

Canis lupus familiaris (7)

Gallus gallus (8)
Passer domesticus (4)
Carduelis chloris (2)
Branta sandvicensis (1)
Cygnus atratus (1)
Grus sp. (1)
Unidentified bird (1)

Culex theileri

Canis lupus familiaris (28)

Passer domesticus (1)

Cervus elaphus (1)

Haematopus ostralegus (1)
Meleagris gallopavo (1)
Gallus gallus (1)
Passer domesticus (1)

Culiseta sp.
Ochlerotatus caspius

Equus caballus (2)

Number of mosquitoes is recorded between brackets.

Mauremys leprosa (2)
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[19,27]). In this study, the importance of two sources of
variation was quantified. Digestion status of blood meals,
visually estimated according to the Sella score, strongly
affects the success of host identification using DNA
sequencing with efficiencies ranging between 84.5% and
25.0% depending of digestion status. Similar results were
obtained by [6] and [28] based on mosquitoes kept at
the laboratory, with a significant decrease in the identification success 30 to 36 hours after feeding [6]. Although
the time interval between insect feeding and collection
was unknown in this study, for a recently fed individual
(Sella stage 2) it may take about one day to reach the
Sella stages 3 and 4, and 1 or 2 additional days to reach
the Sella stages 5 and 6, respectively [29]. Results from
the present study support those from previous studies
where authors reported a reduction of the proportion of
reactions yielding sequences as the Sella score on fieldcaught mosquitoes increased [30,31]. In this study, a
significant drop in success of host identification was
found for mosquitoes containing a blood meal in an
advanced stage of digestion (Sella stages >5), a similar
pattern found in mosquitoes from South Carolina [32].
Obviously, including mosquitoes with blood meals in the
highest stages of digestion (scored as 5 and 7 according
to the Sella´s method), the overall success of host identification may be reduced, and this may partially explain
discrepancies between studies in the rate of host identification success. In addition, in this study, using QIAGEN
kit for DNA extraction, the success of host identification
significantly increased by 10.2-35.3% depending of the
blood meal digestion status. The increase in performance was especially important for the mosquitoes with
more digested blood meal (scored from 5 to 7 according
to the Sella´s method). Using the QIAGEN kit 47% of
blood meal sources was identified while only 12% of
those extracted using the HotSHOT procedure was
identified. This is also a higher percentage of success
than those reported by Tuten et al. [32] where authors,
using the DNAzol BD Direct Extraction Kit (Molecular
Research Center, Cincinnati, OH, USA), identified 27%
(6/22) blood meals from mosquitoes with 5 to 6 Sella´s
scores. Consequently, large improvements in blood
source determination may be obtained by using more
efficient DNA extraction methods. This increase in efficiency is not obtained free as the economic cost of
extraction per sample is much higher when using commercial kits, but the extra cost may be worth investing
when the number of blood-fed females to analyse is limiting, as used to be the case in most vector ecology studies.
At least 25 vertebrate host species of mosquitoes potentially involved in the transmission of pathogens by
mosquitoes have been identified. Anopheles atroparvus
showed a clear preference to feed on mammals of different sizes, from rats to horses, than on avian species in
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spite of the presence of a high diversity and abundance
of birds in the studied area, supporting results from previous studies [33,34]. Curiously, as recently reported,
there is no information on the feeding preference of this
species to bite indoors or outdoors [34]. Results
obtained in this study clearly indicate that this species
feed on surrounding animals located outdoors but use
human-made shelters for resting after feeding, adding
valuable information to current knowledge on the biology
of this species [34]. On the other hand, Cx. perexiguus, the
second more extensively sampled species in this study, fed
on different bird species in addition to mammals and
turtles. Its role as bird feeders, as is the case of other
Culex species in this study, supports their importance
in the transmission of wildlife diseases in Europe, i.e.,
West Nile and Usutu virus [9,18-20].
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
JMP SR RS JF conceived and designed the experiments, and contributed
reagents/materials/analysis tools. All authors have read and approved the
final manuscript.
Acknowledgements
This study was funded by project CGL2009-11445 from the Spanish Ministry
of Science and Innovation and co-financed by RNM157 of the Junta de
Andalucía, European Regional Development Funds and by EU grant FP7261391 EuroWestNile EU grant HEALTH.2010.2.3.3-3 and grant FP7-261504
EDENext. This article is catalogued by the EDENext Steering Committee as
EDENext109 (http://www.edenext.eu). The contents of this publication are
the sole responsibility of the authors and don't necessarily reflect the views
of the European Commission. JMP is supported by the programme Junta
para la Ampliación de Estudios (CSIC) co-financed by Fondo Social Europeo.
We thank Olaya García, Antonio Magallanes Martin de Oliva, Isabel Martín,
Carlos Moreno, Juana Moreno Fernandez, David Roiz and Esmeralda Perez
for their help in mosquito collection and data analysis and Plácido and
Maribel for allowing us to work in the Cañada de los Pájaros.
Author details
1
Estación Biológica de Doñana (EBD-CSIC). C/Américo Vespucio, s/n, E-41092,
Seville, Spain. 2Diputación de Huelva, Área de Medio Ambiente, Huelva,
Spain.
Received: 22 February 2013 Accepted: 11 March 2013
Published: 21 March 2013
References
1. Tempelis CH: Host-feeding patterns of mosquitoes, with a review of
advances in analysis of blood meals by serology. J Med Entomol 1975,
11:635–653.
2. Beier JC, Perkins PV, Wirtz RA, Koros J, Diggs D, Gargan TP, Koech DK:
Bloodmeal identification by direct enzyme-linked immunosorbent assay
(ELISA), tested on Anopheles (Diptera: Culicidae) in Kenya. J Med Entomol
1988, 25:9–16.
3. Fyodorova MV, Savage HM, Lopatina JV, Bulgakova TA, Ivanitsky AV,
Platonova OV, Platonov AE: Evaluation of potential West Nile Virus vectors
in Volgograd Region, Russia, 2003 (Diptera: Culicidae): species
composition, bloodmeal host utilization, and virus infection rates of
mosquitoes. J Med Entomol 2006, 43:552–563.
4. Kent RJ: Molecular methods for arthropod bloodmeal identification and
applications to ecological and vector-borne disease studies. Mol Ecol
Resour 2009, 9:4–18.
5. Gómez-Díaz E, Figuerola J: New perspectives in tracing vector-borne
interaction networks. Trends Parasitol 2010, 26:470–447.

Martínez-de la Puente et al. Malaria Journal 2013, 12:109
http://www.malariajournal.com/content/12/1/109

6.

7.

8.

9.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.
22.

23.
24.

25.

26.

Oshaghi MA, Chavshin AR, Hassan V, Fatemeh Y, Fatemeh M, Nahid N:
Effects of post-ingestion and physical conditions on PCR amplification of
host blood meal DNA in mosquitoes. Exp Parasitol 2006, 112:232–236.
Ngo KA, Kramer LD: Identification of mosquito bloodmeals using
polymerase chain reaction (PCR) with order-specific primers. J Med
Entomol 2003, 40:215–222.
Fornadel CM, Norris DE: Increased endophily by the malaria vector
Anopheles arabiensis in Southern Zambia and identification of digested
blood meals. Am J Trop Med Hyg 2008, 79:876–880.
Muñoz J, Ruiz S, Soriguer R, Alcaide M, Viana DS, David R, Vázquez A,
Figuerola J: Feeding patterns of potential West Nile virus vectors in
South-West Spain. PLoS ONE 2012, 7:e39549.
Thiemann TC, Lemenager DA, Kluh S, Carroll BD, Lothrop HD, Reisen WK:
Spatial variation in host feeding patterns of Culex tarsalis and the Culex
pipiens complex (Diptera: Culicidae) in California. J Med Entomol 2012,
49:903–916.
Bartsch S, Bauer B, Wiemann A, Clausen P-H, Steuber S: Feeding patterns of
biting midges of the Culicoides obsoletus and Culicoides pulicaris groups
on selected farms in Brandenburg, Germany. Parasitol Res 2009,
105:373–380.
Calvo JH, Berzal B, Calvete C, Miranda MA, Estrada R, Lucientes J: Host
feeding patterns of Culicoides species (Diptera: Ceratopogonidae) within
the Picos de Europa National Park in northern Spain. Bull Entomol Res
2012, 102:692–697.
Richards SL, Ponnusamy LT, Unnasch TR, Hassan HK, Apperson CS: HostFeeding patterns of Aedes albopictus (Diptera: Culicidae) in relation to
availability of human and domestic animals in suburban landscapes of
central North Carolina. J Med Entomol 2006, 43:543–551.
Roiz D, Roussel M, Munoz J, Ruiz S, Soriguer R, Figuerola J: Efficacy of
Mosquito Traps for Collecting Potential West Nile Mosquito Vectors in a
Natural Mediterranean Wetland. Am J Trop Med Hyg 2012, 86:642–648.
Martínez-de la Puente J, Merino S, Tomas G, Moreno J, Morales J, Lobato E,
Talavera S, Sarto I, Monteys V: Factors affecting Culicoides species
composition and abundance in avian nests. Parasitology 2009,
136:1033–1041.
Pettersson E, Bensch S, Ander M, Chirico J, Sigvald R, Ignell R: Molecular
identification of bloodmeals and species composition in Culicoides biting
midges. Med Vet Entomol 2013, 27:104–112.
Santa-Olalla Peralta P, Vázquez-Torres MC, Latorre-Fandós E, Mairal-Claver P,
Cortina-Solano P, Puy-Azón A, Adiego Sancho B, Leitmeyer K, LucientesCurdi J, Sierra-Moros MJ: First autochthonous malaria case due to
Plasmodium vivax since eradication, Spain, October 2010. Euro Surveill
2010, 15:19684.
Glaizot O, Fumagalli L, Iritano K, Lalubin F, Van Rooyen J, et al: 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.
Ventim R, Ramos JA, Osório H, Lopes RJ, Pérez-Tris J, Mendes L: Avian
malaria infections in western European mosquitoes. Parasitol Res 2012,
111:637–645.
Vázquez A, Ruiz S, Herrero L, Moreno J, Molero F, Magallanes A, SanchezSeco MP, Figuerola J, Tenorio A: West Nile and Usutu viruses in
mosquitoes in Spain, 2008–2009. Am J Trop Med Hyg 2011, 85:178–181.
Brunhes J, Rhaim A, Geoffroy B, Angel G, Hervy J-P: Les moustiques de l´
Afrique mediterranéenne. IRD Editions: CD ROM PC; 2000.
Schaffner E, Angel G, Geoffroy B, Hervy J-P, Rhaiem A, Brunhes J: Les
moustiques d´Europe. CD ROM PC. IRD Editions: Logiciel d´identification et
d´enseignement.
Harbach RE: The identity of Culex perexiguus Theobald versus ex.
univittatus Theobald in southern Europe. Eur Mosq Bull 1999, 4:7.
Detinova TS: Age-grouping methods in Diptera of medical importance: with
special reference to some vectors of malaria, World Health Organization,
Volume 47. Geneva: Switzerland; 1962.
Alcaide M, Rico C, Ruiz S, Soriguer R, Muñoz J, Figuerola J: Disentangling
vector-borne transmission networks: a universal DNA barcoding method
to identify vertebrate hosts from arthropod bloodmeals. PLoS ONE 2009,
4:e7092.
Bolker BM, Brooks ME, Clark CJ, Geange SW, Poulsen JR, Stevens MHH,
White J-SS: Generalized linear mixed models: a practical guide for
ecology and evolution. TREE 2009, 24:127–135.

Page 6 of 6

27. Thiemann TC, Wheeler SS, Barker CM, Reisen WK: Mosquito host selection
varies seasonally with host availability and mosquito density. PLoS Negl
Trop Dis 2011, 5:e1452.
28. Mukabana WR, Takken W, Seda P, Killeen GF, Hawley WA, Knols BGJ: Extent
of digestion affects the success of amplifying human DNA from
bloodmeals of Anopheles gambiae (Diptera, Culicidae). Bull Entomol Res
2002, 92:233–239.
29. Elizondo-Quiroga A, Flores-Suarez A, Elizondo-Quiroga D, Ponce-Garcia G,
Blitvich BJ, Contreras-Cordero JF, Gonzalez-Rojas JI, Mercado-Hernandez R,
Beaty BJ, Fernandez-Salas I: Gonotrophic cycle and survivorship of Culex
quinquefasciatus (Diptera: Culicidae) using sticky ovitraps in Monterrey,
northeastern Mexico. J Am Mosq Control Assoc 2006, 22:10–14.
30. Hamer GL, Kitron UD, Brawn JD, Loss SR, Ruiz MO, Goldberg TL, Walker ED:
Culex pipiens (Diptera: Culicidae): a bridge vector of West Nile Virus to
humans. J Med Entomol 2008, 45:125–128.
31. Hamer GL, Kitron UD, Goldberg TL, Brawn JD, Loss SR, Ruiz MO, Hayes DB,
Walker ED: Host selection by Culex pipiens mosquitoes and West Nile
Virus amplification. Am J Trop Med Hyg 2009, 80:268–278.
32. Tuten HC, Bridges WC, Paul KS, Adler PH: Blood-feeding ecology of
mosquitoes in zoos. Med Vet Entomol 2012, 26:407–416.
33. Becker N, Petric D, Zgomba M, Boase C, Madon M, Dahl C, Kaiser A:
Mosquitoes and their control. Berlin, Germany: Springer; 2010.
34. Sinka ME, Bangs MJ, Manguin S, Coetzee M, Mbogo CM, Hemingway J, Patil
AP, Temperley WH, Gething PW, Kabaria CW, Okara RM, Van Boeckel T,
Godfray HC, Harbach RE, Hay SI: The dominant Anopheles vectors of
human malaria in Africa, Europe and the Middle East: occurrence data,
distribution maps and bionomic precis. Parasit Vectors 2010, 3:117.
doi:10.1186/1475-2875-12-109
Cite this article as: Martínez-de la Puente et al.: Effect of blood meal
digestion and DNA extraction protocol on the success of blood meal
source determination in the malaria vector Anopheles atroparvus.
Malaria Journal 2013 12:109.

Submit your next manuscript to BioMed Central
and take full advantage of:
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at
www.biomedcentral.com/submit

