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Mosquito blood feeding behavior is a very significant component of pathogen transmission and 
determinant of disease epidemiology. Yet, knowledge of foraging ecology of mosquitoes often depends 
on the presence of undigested blood in the mosquito mid gut. Approximately 36 h after feeding, the 
blood meal is sufficiently digested to make identification by molecular techniques difficult, leaving a 
very narrow window in which these methods can be utilized. Here, we investigated the feeding habits of 
wild caught culicine mosquitoes from four genera, Aedes, Anopheles, Coquillettidia and Mansonia of 
the lowland rainforests of Cameroon based on the isotopic ratios of nitrogen (δ

15
N), carbon (δ

13
C) and

sulfur (δ
34

S). Results showed that unfed mosquitoes had a lower δ
13

C, δ
15

N and middle δ
34

S values than
mosquitoes fed with δ

13
C appearing to be the best element to differentiate between mosquito species

that fed on different host species. Isotopic analyses show that the different mosquito genera may be 
separated based on their diets, suggesting that linking stable isotope-based assays and DNA analysis 
may be a powerful new tool to investigate mosquito feeding ecology and the dynamics of vector-borne 
pathogens. 
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INTRODUCTION 

Over the past decades, there has been an increase in the 
incidence of infectious diseases throughout the world, 
with serious implications for human and wildlife popula-
tions (Kilpatrick et al., 2006; Baker et al., 2012). Due to 
their diversity and abundance, demonstrated vector 
competence (Sardelis et al., 2002) and frequent infection 
in nature (Molaei et al., 2006; Burkett-Cadena et al., 
2008a, b), mosquitoes are regarded as one of the most 
important vectors of disease.  

The behavioral characteristics of mosquitoes in disease 
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transmission differ vastly between different regions and 
species (Fontenille and Lochouarn, 1999; Kent and 
Norris, 2006), and can only be understood in a local 
context of vector-host interactions. An important aspect of 
these interactions is that of host preference, with each 
vector species feeding on a limited range of host species. 
Vector species that switch between hosts are particularly 
considered important in disease transmission because 
they have the potential to act as bridge vectors, by 
transferring pathogens from the reservoir to humans 
and/or domestic animals (Chandler et al., 1975; Rasgon, 
2008). For example, West Nile Virus (WNV) is primarily 
an infection of birds, but can be transferred to humans or 
horses by mosquitoes that feed on both birds and 
mammals (Hamer et al., 2008). To accurately describe an 
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arthropod-borne pathogen transmission cycle, it is critical 
to know which available host species are preferred by the 
corresponding vectors. Most studies evaluate the host-
feeding patterns of mosquitoes by identifying the source 
of the vertebrate blood meals through sequencing 
portions of the cytochrome b gene of mitochondrial DNA. 
However, there is a very limited time period in which 
these methods can be utilized because these approaches 
only provide information on recent feeding events. After 
approximately 36 hours of feeding, the blood meal is 
sufficiently digested to make the identification by 
immunological or polymerase chain reaction (PCR)-
based techniques particularly difficult, thus effective 
methods to assess feeding habits over longer periods of 
time are necessary.  

Stable isotope techniques offer the opportunity to 
overcome some of these constraints by obtaining infor-
mation on nutrients assimilated over extended periods of 
time (Rasgon, 2008). By comparing the isotopic 
signatures of a given organism or tissue, inferences on its 
feeding behavior could be done. Stable isotopes of 
carbon, nitrogen and sulfur have been widely used in 
ecological research (Wada et al., 1991; Fry, 2007). 
Stable carbon (δ13C); (δ15N) and nitrogen (δ34S) as 
indicated in ms are commonly used to extract information 
about the feeding habitat and carbon dietary sources 
(McCutchan et al., 2003; Michener and Lajtha, 2007; 
Yohannes et al., 2008); while nitrogen isotopes are often 
applied to evaluate the trophic position of a given species 
(Peterson and Fry, 1987). Based on the natural variation 
of the composition of stable sulfur isotope, measurement 
values can provide information on dietary protein sources 
and geographical origin (Richards et al., 2003). Also, 
because the rate of metabolism of different tissues 
determines the turnover of stable isotopes in tissues, it is 
possible to obtain dietary information on varying time-
scales and extended period by sampling tissues with 
different turnover rates after feeding events (Tieszen et 
al., 1983; Rasgon, 2008).  

The lowland forest areas in Cameroon are known to 
experience hyper-endemic transmission of Plasmodium 
falciparum mostly spread by the species, Anopheles 
gambiae, but little is known about the ecology of the 
different mosquito species in this region, and how vector 
species composition and their relative roles in 
transmission vary geographically (Akono et al., 2009). 
Very few studies on wild caught mosquitoes in Cameroon 
have been published (Rageau and Adam, 1952; Akono et 
al., 2009; Njabo et al., 2011), and very little information is 
available on their feeding habits (Snow and Boreham, 
1978; Wanji et al., 2003). 

In this study, we compared the feeding habits of wild 
caught blood-engorged mosquitoes and those with no 
visible blood meals (unfed mosquitoes or completely 
digested blood meal) that exhibit ornithophilic feeding 
habits, and characterize their feeding behavior by 
applying individual δ

13
C, δ

15
N and δ

34
S. We also coupled  
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our isotopic approach with PCR based molecular techni-
ques and identified vertebrate host blood meals following 
extraction of DNA from the engorged mosquitoes and 
PCR amplification of the cytochrome b gene. 
 
 
METHODOLOGY 

 
Sampling sites and habitat characterization 
 
Mosquito samples were collected in August, 2007 and May, 2008 at 
two lowland forest sites in Cameroon. Locations and dates of 
fieldwork for these forest sites were: Ndibi (N 2° 43' 50'’, E 9° 52' 
19''), August 21st to 26th, 2007 and May 2nd to 16th, 2008; Nkouak 
(N 3° 52', E 13° 18'), August 27th to 31st, 2007 and May 17th to 
29th, 2008. Ndibi has an elevation of 500 meters above sea level 
and its habitat is characterized by disturbed lowland forest, and 
seasonally flooded swamp forest habitat and high human 
population (exacerbated by its close proximity to the city of 
Akonolinga), while Nkouak has less human population density and 
more forest cover and is the source of river Nyong. Rainfall patterns 

in these areas have been fairly stable for more than 40 years. 
There is one rainy season each year that lasts from November to 
April, followed by cool dry (April to August) and hot dry (August to 
November) seasons. 
 
 
Mosquito collections 

 
Two main trapping methods were used as described in Njabo et al. 

(2011). Briefly, six Center for Disease Control (CDC) Miniature Light 
Traps baited with CO2 (John W. Hock, Gainesville, FL), and four 
modified bird-baited Ehrenberg lard cans (Downing and Crans, 
1977). Three bird species Feral Pigeon (Columba livia), Yellow-
whiskered Greenbul (Andropadus latirostris) and Greater Swamp 
Warbler (Acrocephalus rufescens) were used as baits in the lard 
cans.  

Traps were set out each day for at least 12 h (06.00 pm to 06.00 
am). Following each trapping period, the collection bags were 
removed from traps and the mosquitoes were transported to the 
field lab site where they were immobilized with chloroform and/or 
smoke. On the day of collection and immobilization, mosquitoes 
were sorted by sex and identified to species, with the aid of a 
stereomicroscope (× 90) and morphological keys (Hopkins et al., 
1941; Service, 1990). The mosquitoes were then separated by 
gonotrophic condition (unfed, blood-fed, gravid) and enumerated. 
They were then sorted into four groups: Pigeon fed, Warbler fed, 

Greenbul fed and unfed (all mosquitoes with no visible blood meals 
in the abdomen are considered for the purpose of this manuscript 
as unfed). We used t-test to compare each fed group against the 
unfed mosquitoes (that is, binary comparisons of Pigeon fed, 
Warbler fed or Greenbul versus unfed were conducted separately). 
At both sites, sampling date and species, fed, unfed and gravid 
mosquitoes were pooled separately into groups of 5 to 20 
specimens and placed in 95% alcohol and later stored at -20°C. 

Blood meals from blood-fed mosquitoes were subsequently tested 
by PCR, as described below, to determine the birds on which 
mosquitoes had fed. 
 
 
Host blood meal identification 

 
Within the pools of blood-fed mosquitoes, five individuals were 
randomly selected for PCR analyses. Total DNA was extracted from 

the abdominal contents of the blood-fed mosquitoes individually, 
using  standard  proteinase  k  digestion  and  phenol  chloroform 
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purification. Isolated DNA from the mosquito blood meals served as  
DNA templates in subsequent PCR reactions. PCR primers 
(Forward 5’-3’GACTGTGACAAAATCCCNTTCCA, Reverse 5’-3’ 
GGTCTTCATCTYHGGYTTACAAGAC) were based upon previous-
ly published multiple alignment of cytochrome b sequences of avian 
species (Ngo and Kramer, 2003). Amplified fragments from the 
blood-fed mosquitoes were sequenced and compared with 
sequences in GenBank for host-species identification as described 
in Molaei and Andreadis (2006) and Hellgren et al. (2008). 

 
 
Stable isotope analyses 

 
We analyzed stable carbon and nitrogen isotopes from repre-
sentative whole mosquitoes using pooled samples within each 
group. We removed lipids from each homogenized sample, using a 
2:1chloroform-methanol solution rinse for 24 h. Samples were 
rinsed using methanol solution and air-dried in a fume hood.  Dried 
and powdered sub-samples, approximately 0.6 mg, were weighed 
into small tin cups to the nearest 0.001 mg, using a micro-analytical 
balance. Samples were then combusted in a Eurovector (Milan, 

Italy) elemental analyser (Limnological Institute, University of 
Konstanz, Germany). The resulting CO2 and N2 were separated by 
gas chromatography and admitted into the inlet of a Micromass 
(Manchester, UK) Isoprime isotope ratio mass spectrometer (IRMS) 
for determination of 

13
C/

12
C , 

15
N/

14
N ratios. Measurements were 

reported in δ-notation (δ
13

C and δ
15

N, respectively) where δ = 1000 
× (Rsample/Rstandard) - 1 ‰ relative to the Pee Dee Belemnite (PDB) 
for carbon and atmospheric N2 for nitrogen in parts per thousand 

deviations (‰). Two sulfanilamide (Iso-prime internal standards) 
and two Casein were used as a laboratory standard for every 10 
unknowns in sequence.  

We also analyzed sulfur isotopes in mosquitoes. Tin capsules 
containing reference or sample were loaded into an automatic 
sampler from where they were dropped in sequence, into a furnace 
held at 1080°C and combusted in the presence of oxygen, raising 
the temperature in the region of the sample to ~ 1800°C. The 
reference material used for analysis was sulfanilamide calibrated 

and traceable to NBS-127 (barium sulphate, 
34

S = +20.3‰). 
Hundreds of replicate assays of internal laboratory standards 
indicate measurement errors (SD) of ± 0.05, 0.15 and 0.05‰ for 
δ

13
C, δ

15
N and δ

34
S, respectively. 

For each isotopic element separately, unfed versus fed 
mosquitoes of Coquillettidia aurites were compared using t-test. A 
second t-test was applied to compare elemental isotopic differences 
between blood-engorged Coquillettidia pseudoconopas and those 

with no visible blood meals. A one-way analysis of variance 
(ANOVA) followed by a Scheffe´ Post-hoc-test was used to 
compare differences in δ

13
C and δ

15
N between Warbler-fed, 

Greenbul-fed and unfed Mansonia uniformis 

 
 
RESULTS 

 
Five mosquito species belonging to four genera Aedes 
(Aedes mcintoshi), Anopheles (Anopheles coustani), 
Coquillettidia (C. aurites and C. pseudoconopas), and 
Mansonia (M. uniformis) were collected in the light traps 
while only three species (C. aurites, C. pseudoconopas 
and M. uniformis) were collected in the lard cans. All the 
species collected from the CDC light traps were unfed 
(had no visible blood meals) while all species from the 
bird-baited lard cans were blood-engorged. 

  
 
  
 
Host blood meal identification 
 
To confirm the applicability of the blood meal-specific 
PCR to Cameroon lowland forest mosquitoes and their 
avian hosts, the assay was tested for its ability to amplify 
cytochrome b sequences from several native Cameroon 
lowland forest bird species (results published elsewhere 
(Chasar et al., 2009; Njabo et al., 2011). The specific 
amplification conditions were found to support the 
amplification of detectable PCR products from all the bird 
species tested. The PCR diagnostic successfully 
identified all blood meals from engorged mosquitoes 
collected from the baited lard cans. No other species 
were identified and none of the mosquitoes fed on 
multiple hosts, indicating that the bias towards bird 
feeding was not indicative of a specific host preference 
for birds but a reflection of relative host availability. All 
unfed mosquitoes tested were negative. 
 
 
Mosquito stable isotope analyses 
 
The δ

13
C, δ

15
N and δ

34
S values of unfed mosquitoes and 

fed mosquitoes are shown in Table 1. In general, unfed 
mosquitoes have relatively lower δ

13
C and δ

15
N 

compared to the blood-engorged mosquitoes. Mean δ
13

C 
values from unfed mosquitoes ranged from ca.-20.0 to -
34.5‰, while δ

15
N ranged from 3.1 to 4.8‰, and δ

34
S 

ranged from 6.4 to 10‰. Mean δ
13

C values from fed 
mosquitoes ranged from -19.8 to -24.5‰, while δ

15
N 

ranged from 4.3 to 7.1‰, and δ
34

S ranged from 5.5 to 
8‰. 

The mean ± SE of δ
13

C and δ
34

S of each mosquito 
species are given in Figures 1 and 2, and Table 1 
separately. Fed and unfed C. aurites showed a signifi-
cantly different δ

13
C (t-test, p = 0.02) signature (Figure 1). 

However, there was no difference between fed and unfed 
δ

34
S (Figure 2) or δ

15
N (Figure 1). Blood-engorged C. 

pseudoconopas and those with no visible blood meals 
showed significant difference at both δ

13
C (t-test, p 

< 0.0001) and δ
34

S (p = 0.01, equal variance not 
assumed).  

ANOVA revealed that there was a significant diet effect 
on δ

13
C and δ

15
N values of M. uniformis (δ

13
C: F15,98 = -

7.19, p < 0.001; δ
15

N: F12,97 = -3.65, p < 0.001). Post-hoc 
analysis of δ

13
C for Warbler-fed and Greenbul-fed M. 

uniformis species indicated no significant difference (p > 
0.05), and thus we pooled these data in further analyses 
and compared unfed and fed M. uniformis using t-test. 
On the contrary, M. uniformis that fed on Warbler were 
significantly different in δ

15
N (t-test: t =14.44, p = 0.003 

equal variance not assumed due to unbalanced sample 
size) than those that fed on Greenbul (Figure 1 and Table 
1). 

Bi-directional error bar graph (Figure 1) for δ
13

C and 
δ

15
N, for fed (grouped together in a rectangle frame) and 

unfed groups show that unfed A. mcintoshi survives on
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Table 1. Mean ± SE (n) values of nitrogen, carbon and sulfur Isotopes of unfed and fed mosquitoes. 
  

Species Diet δ
15

N (‰) t-test  δ
13

C (‰) t-test  δ
34

S (‰) t-test 

C. aurites Unfed 4.5±0.31(8) t=0.23  -30.4±3.5 (8) t=-2.52  6.4±0.46 (3) t=0.80 

C. aurites* Pigeon 4.3±0.78 (9) p=0.82  -21.8±2.47 (9) p=0.02*  5.9±0.59 (9) p=0.44 

C. pseudoconopas  Unfed 4.8±0.37 (6) t=-0.90  -34.7±1.07 (6) t=-0.77  6.8±0.34 (6) t=0.33 

C. pseudoconopas*  Pigeon 5.2±0.11 (3) p<0.0001*  -19.8±1.05 (3) p=0.46  5.4±0.28 (3) p=0.01* 

M. uniformis  Unfed 3.1±0.23 (90) t=-14.25  -29.9±0.48 (90) t=-7.52  8.4±0.36 (3) t=-1.29 

M. uniformis
1
  Greenbul 7.1±0.51 (6) p<0.0001*  -24.5±1.80 (6) p<0.0001*  8.9±0.36 (3) p=0.27 

M. uniformis
2
  Warbler 5.8±0.23 (3) t =-11.21  -23.7±1.11 (3) p<0.0001*  8.9±0.36 (3) p=0.27 

A. Mcintoshi Unfed 3.9±0.34 (17) p<0.0001*  -20.0±0.64 (17) p<0.0001*  8.0±0.47 (3) p<0.0001* 

A. coustani Unfed 4.0±0.63 (3) p<0.0001*  -26.8±0.52 (3) p<0.0001*  10.3±0.09 (3) p<0.0001* 
 

Diet: *Feral Pigeon, 
1
Yellow-whiskered Greenbul and 

2
Greater Swamp Warbler fed mosquitoes in the lowland forests of Cameroon. Results of the 

Student’s t-test are given for each comparison. *Statistically significant differences (p<0.05). δ
13

C (‰) in unfed M. uniformis was compared using 

pooled Greenbul and Warbler fed M. uniformis. Sample sizes for δ
34

S are lower than for δ
15

N or δ
13

C due to missing samples.   
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Figure 1. Bi-directional mean (± SE) values of carbon (δ
13

C) and nitrogen (δ
15

N) of unfed and blood-engorged mosquitoes in the 
lowland forests of Cameroon. Mosquitoes were fed with *Feral Pigeon, 

1
Yellow-whiskered Greenbul and 

2
Greater Swamp Warbler. 

 

 
 

coustani, C. aurites and C. pseudoconopas, respectively. 
These values for A. mcintoshi are very similar to those of 
Coquillettidia species that fed on pigeons. As shown in 
Figure 1, the highest δ

34
S in these study species was 

recorded for A. coustani. This species also showed an 

intermediate δ
13

C values (ca. -27‰) and δ
15

N (ca. 4‰), 
indicating a unique sulfur dietary sources in this species 
Interestingly, M. uniformis which fed on warblers has a 
comparable δ

34
S (ca. 9‰) to that of A. coustani (ca. 9‰) 

signature. This implies the two mosquito species  rely  on  



 

10         J. Parasitol. Vector Biol. 
 
 
 

 

Species 

 3
4
 S

 

4 

5 

6 

7 

8 

9 

10 

11 

C. pseudoconopas 
C. aurites 
C. aurites  
C. pseudoconopas  
M. uniformis  
A. mcintoshi  
M. uniformis 
A. coustani  

Pigeon 
   fed 

Warbler 
     fed 

Unfed 

Unfed 

  
 
Figure 2. Mean (± SE) values of carbon (δ

34
S) for unfed and fed (Pigeon and Warbler fed) mosquitoes collected from the lowland 

forests of Cameroon. 
 
 

 

similar sulfur dietary source.  
 
 
DISCUSSION 
 
In this study, four mosquito genera, Aedes, Anopheles, 
Coquillettidia and Mansonia and three different host 
types, were examined for triple isotopic elements: δ

13
C, 

δ
15

N, and δ
34

S. 
 
 
Stable carbon isotopes 
 
Our results suggest that the five mosquito species 
studied exhibit a wide-range of δ

13
C signature spanning 

from ca -49 to -15‰, indicating a variety of host-carbon 
source in the region. These results support the findings of 
Hassan et al. (2003) who showed that ornithophilic 
mosquitoes typically feed significantly more or less on 
available bird species than predicted based on biomass, 
surface area, or relative abundance. 

Although these mosquitoes seem to potentially cover a 
rather wider carbon source, each species shows a more 
specific and distinctive isotopic niche-width. For instance, 

A. mcintoshi apparently feeds on a host with a relatively 
higher stable carbon isotope value. Using mean δ

13
C 

values reported for C4 (-13‰) and C3 (-27‰) plants 
(Michener and Lajtha, 2007) as endpoint tissue, δ

13
C of 

A. mcintoshi departs from a dietary source based on C3 
plant and supports a C4 dominated carbon source 
incorporated in its food chain. Relatively higher δ

13
C 

values, as those reported for this species, can also be 
linked to C3 plants of drier areas and xeric condition in 
response to water-use efficiency (Ehleringer and Cooper, 
1988).  

The δ
13

C values of A. mcintoshi also complement those 
of Coquillettidia spp. that fed on pigeons, indicating that 
A. mcintoshi may also feed on pigeons or on other 
avian/vertebrate hosts with similar food habits. Pigeons 
are known to forage mainly in agricultural landscapes, as 
these areas represent an important and well exploited 
source of food (Hetmanski et al., 2005). There were no 
significant differences in isotopic values in δ

13
C (p > 0.05) 

for Warbler-fed and Greenbul-fed M. uniformis. Although 
we observed slight differences in M. uniformis that fed on 
Warblers to those that fed on Greenbul (of δ

13
C and also 

δ
15

N), the wide-range of isotopic signatures from both fed 
and unfed individuals (for example, mean δ

13
C range: ca.  



 

 
 
 
 
-24 to -30‰ of this species) suggest that M. uniformis 
seems to be a generalist that feeds on available host 
species of different isotopic values. 

Indeed, Mansonia mosquitoes are major vectors of 
filariasis caused by Brugia malayi filarial nematodes and 
feed on a wide range of vertebrate hosts in nature 
(Laurence, 1960; Phumee et al., 2011). A larger range of 
δ

13
C was also observed for unfed C. aurites. -21 to -48‰, 

implying the availability of multiple host species or hosts 
that rely on wider isotope biomes. Analysis of additional 
isotopes elements such as deuterium or oxygen may 
improve the resolution of nutrient sources in blood meal 
identification, especially in situations of many potential 
host species.  
 

 

Stable nitrogen isotopes 
 
The δ

15
N signatures in consumer tissues are primarily 

used to assess trophic position in food webs. It has been 
shown that δ

15
N values can be associated with plant and 

animal tissues grown in relatively low rainfall locations 
and arid environmental conditions (Ambrose, 1991; van 
der Merwe et al., 1993; Sealy et al., 1995). Our study 
illustrates that almost all unfed mosquito species 
exhibited similar nitrogen isotope signature. However, 
Greenbul-fed M. uniformis showed a much more enriched 
(up to Δ + 4‰) δ

15
N than unfed conspecific species 

indicating a higher trophic position than the other 
mosquito species. We also measured a slight difference 
in δ

15
N of M. uniformis that fed on Warblers and those fed 

on Greenbul. 
 
 

Stable sulfur isotopes 
 
A. coustani seems to depend on a higher sulfur isotopic 
niche. M. uniformis which fed on warblers has a clearly 
separated nitrogen (Figure 1) and sulfur isotope (Figure 
2) compared to Pigeon-fed species. The similar δ

34
S in 

Warbler-fed and unfed M. uniformis, as well as to unfed 
A. mcintoshi imply that these two mosquito species might 
feed on similar hosts. By implication, while others occupy 
a unique specific niche, others do share host sources and 
rely on similar nutrient sources. In summary, our results 
illustrate the advantages of stable isotope analyses for 
the study of mosquito host feeding and niche segregation 
analyses. Using both fed and unfed mosquitoes collected 
in the field, we showed that the stable isotopes-based 
assays could play an essential role as tracers when 
applied on specimens unsuitable for PCR, such as gravid 
individuals or mosquitoes with digested or no observable 
blood meal to reconstruct the history of previous feeding 
events and dietary sources. 

While stable isotope profiling is more sensitive in 
tracing element and nutrient sources, it is less specific in 
identifying digested blood meals to specific species as 
PCR techniques are. Thus the best  results  are  obtained  
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when both methods, stable isotope profiling and PCR, 
are used in concert. PCR may be used on fresh blood 
meals to gain a recent snapshot of current feeding habits, 
while stable isotope analysis may be used to reconstruct 
dietary history, trophic status and niche width of vectors 
over the longer time frames. 

In general, field situations are likely to be more 
complicated, with multiple potential hosts present in the 
environment. Additional analyses of stable isotope ratios 
through more extensive sampling of potential hosts may 
provide further insights into seasonal changes in host 
preference and individual species’ dietary strategies. To 
fully get the complete picture of field situations therefore, 
initial stable isotope profiling will have to be performed 
against all potential hosts in the study area, and 
temporal-spatial variation in stable isotope profiles within 
populations and within individual mosquitoes taken into 
account. 
 
 
ACKNOWLEDGEMENT 
 
We are grateful to Tanga Mbi and Eric Djomo Nana for 
assistance in the field, Birgit Beck and Katharina Greiner-
Perth for assistance in stable isotope analyses of 
mosquitoes, and Tyffany Chen for assistance with PCR 
techniques. Dr Anton Cornel helped with the identification 
of all the mosquito species. We thank the Government of 
Cameroon for providing permits for field research. The 
present study was supported by the joint NSF-NIH 
Ecology of Infectious Diseases Program award EF-
0430146, the Rufford Small Grants for Nature 
Conservation, and by the University of Konstanz (start-
up-grant, Zukunftskolleg). We sincerely acknowledge the 
unreserved support by Karl-Otto Rothhaupt. 
 
 
REFERENCES 

 
Akono   NP,  Bakwo EM,  Belong P,  Kekeunou S,  Foko G,  Messi J 

(2009). Abondance et diversite de la faune culicidienne a Yaounde 

(Cameroun). Entomol. faunistique 62:(3)115-124.  
Ambrose SH (1991). Effects of diet, climate and physiology on nitrogen 

isotope abundances in terrestrial food webs. J. Archaeol Sci. 18:293-

317.  
Baker MG, Barnard LT, Kvalsvig A, Verrall A, Zhang J, Keall M, Wilson 

N, Wall T, Howden-Chapman P (2012). Increasing incidence of 

serious infectious diseases and inequalities in New Zealand: A 
national epidemiological study. Lancet 379 (9821):1112-1119. 

Burkett-Cadena ND, Eubanks MD, Unnasch TR (2008a). Preference of 

female mosquitoes for natural and artificial resting sites. J. Am. Mosq. 
Control. Assoc. 24(2):228-235.  

Burkett-Cadena ND, Graham SP, Hassan HK, Guyer C, Eubanks MD, 

Katholi CR, Unnasch TR (2008b). Blood feeding patterns of potential 
arbovirus vectors of the genus Culex targeting ectothermic hosts. 

  Am. J. Trop. Med. Hyg. 79(5):809-815. 

Chandler JA, Boreham PFL, Highton RB, Hill MN (1975). A study of the 
host selection patterns of the mosquitoes of the Kisumu area of 
Kenya. Trans. R. Soc. Trop. Med. Hyg. 69:415-425. 

Chasar A, Loiseau C, Valkiūnas G, Iezhova T, Smith TB, Sehgal RN 
(2009). Prevalence and diversity patterns of avian blood parasites in 
degraded African rainforest habitats. Mol. Ecol. 18:4121-4133. 

javascript:visitAuthor(%22E_M_Bakwo%22)
javascript:visitAuthor(%22P_Belong%22)
javascript:visitAuthor(%22S_Kekeunou%22)
javascript:visitAuthor(%22G_Foko%22)
javascript:visitAuthor(%22J_Messi%22)
http://www.thelancet.com/search/results?fieldName=Authors&searchTerm=Jane+Zhang
http://www.thelancet.com/search/results?fieldName=Authors&searchTerm=Nick+Wilson


 

12         J. Parasitol. Vector Biol. 
 
 
 
Downing JD, Crans WJ (1977). The Ehrenburg pigeon trap as a 

sampler of Culex mosquitoes for St. Louis encephalitis surveillance. 

Mosq. News 37:48-53.  

Hopkins GHE, Evans AM, Edwards FW (1941). Mosquitoes of the 
Ethiopian Region: Culicine Adults and Pupae. In: Edwards FW (Ed.), 
Mosquitoes of the Ethiopian Region, order of the Trustees, sold at the 

British Museum (Nat. Hist.) B. Quaritch, Limited, London. 
Ehleringer, JR, Cooper TA (1988). Correlations between carbon isotope 

ratio and microhabitat in desert plants. Oecologia 76:562-566. 

 Fontenille D, Lochouarn L (1999). The complexity of the malaria 
vectorial system in Africa. Parassitologia (Rome) 41:267-271. 

Fry B (2007). Coupled N, C, and S isotope measurements using a dual 

column GC system. Rapid Commun. Mass Spectrom. 21:750-756.  
Hamer GL, Uriel DK, Jeffrey DB, Scott RL, Marilyn OR, Tony LG,  

Edward DW (2008). Culex pipiens (Diptera: Culicidae): A bridge 

vector of West Nile virus to humans. J. Med. Entomol. 45(1):125-128. 
Hassan HK, Cupp EW, Hill GE, Katholi CR, Klingler K, Unnasch TR 

(2003). Avian host preference by vectors of eastern equine 

encephalomyelitis virus. Am. J. Trop. Med. Hyg. 69:641-647. 
Hellgren O, Bensch S, Malmqvist B (2008). Bird hosts, parasites and 

their vectors-associations uncovered by molecular analyses of 

blackfly blood meals. Mol. Ecol. 17:1605-1613.  
Hetmanski T, Wolk E (2005). The effect of environmental factors and 

nesting conditionson clutch overlap in the feral pigeon Columba livia 

f. urbana (Gm.). Pol. J. Ecol. 53(4):523-534. 

Kent RJ, Norris DE (2006). Identification of mammalian blood meals in 
mosquitoes by a multiplexed polymerase chain reaction targeting 
cytochrome b. Am. J. Trop. Med. Hyg. 73:336-342. 

Kilpatrick AM, Kramer LD, Jones MJ, Marra PP, Daszak P (2006). West 
Nile virus epidemics in North America are driven by shifts in mosquito 

feeding behavior. PLoS Biol. 4:e82. 
Laurence BR (1960). The biology of two species of mosquito, Mansonia 

africana (Theobald) and Mansonia uniformis (Theobald), belonging to 

the subgenus Mansonioides (Diptera, Culicidae). Bull Entomol. Res. 

51:491-517.   
McCutchan JH Jr, Lewis WM Jr, Kendall C, McGrath CC (2003). 

Variation in trophic shift for stable isotope ratios of carbon, nitrogen, 
and sulfur. Oikos 102:378-390. 

Michener  R, Lajtha K (2007). Stable Isotopes in ecology and 

environmental science (2 Ed.), Blackwell Publishing Ltd. 594p. 
Molaei G, Andreadis TA, Armstrong PM, Anderson JF, Vossbrinck CR 

(2006). Host feeding patterns of Culex mosquitoes and West Nile 

virus transmission, northeastern United States. Emerg. Infect. Dis. 
12:468-474.  

Ngo KA, Kramer LD (2003). Identification of mosquito bloodmeals using 

polymerase chain reaction (PCR) with order-specific primers. J. Med. 
Entomol. 40:215-222. 

Njabo KY, Anthony JC, Camille B, Erin T, Sehgal RNM, Valkiunas G, 
Andrew FR, Smith TB (2011). Non-specific patterns of vector, host 

and avian malaria parasite associations in a Central African 
Rainforest. Mol. Ecol. 20:1049-1061. 

Peterson BJ, Fry B (1987). Stable isotopes in ecosystem studies. Ann. 

Rev. Ecol. Syst. 18:293-320. 
Phumee A, Kanok P, Kanyarat K, Usavadee T, Apiwat T, Yutthana P, 

Padet S (2011). Morphology and protein profiles of salivary glands of 
filarial vector mosquito Mansonia uniformis; Possible relation to blood 

feeding process. Asian Biomed. 5(3):353-360. 
 

 
 
 

 
 
 

 
 
 

 
 
 

 

 
 
 
 
Rageau J,  Adam JP (1952). Culicinae du Cameroun. Ann. Parasitol. 

Hum. Comp. 32:610-635. 
Rasgon JL (2008). Stable isotope analysis can potentially identify 

completely-digested Blood meals in mosquitoes. PLoS ONE 
3(5):e2198.  

Richards MP, Fuller BT, Sponheimer M, Robinson T, Aliffe L (2003). 

Sulphur isotopes in palaeodietary studies: A review and results from 
a controlled feeding experiment. Int. J. Osteoarchaeol. 13:37-45. 

Sardelis MR, Turell MJ, O’Guinn ML, Andre RG, Roberts DR (2002). 
Vector competence of three North American strains of Aedes 
albopictus for West Nile virus. J. Am. Mosq. Control Assoc. 18:284-

289.  

Sealy J, Armstrong R,  Schrire C (1995). Beyond lifetime averages: 
Tracing life histories through isotopic analysis of different calcified 
tissues from archaeological human skeletons. Antiquity 69:290-300.  

Service MW (1990). Handbook to the Afrotropical toxorhynchitine and 
culicine mosquitoes, excepting Aedes and Culex. British Museum 

(Natural History), London.  

Snow WF, Boreham PFL (1978). The host-feeding patterns of some 
culicine mosquitoes (Diptera: Culicidae) in Gambia. Bull. Entomol. 
Res. 68:695-706.  

Tieszen LL, Boutton TW, Tesdahl KG, Slade NA (1983). Fractionation 
and turnover of stable carbon isotopes in animal tissues: implications 
for δ13C analysis of diet. Oecologia 57:32-37. 

van der Merwe NJ, Lee-Thorp JA, Raymond JS (1993). Light, stable 
isotopes and the subsistence base of formative cultures at Valdivia, 
Ecuador," in Prehistoric Human Bone: Archaeology at the molecular 

level. In:  Lambert JB, Grupe G, Berlin: Springer-Verlag pp. 63-97.  
Wada E, Mizutani H, Minagawa M (1991). The use of stable isotopes for 

food web analysis. Crit Rev. Food Sci. Nutr. 30:361-371. 

Wanji S, Tanke T, Atanga SN, Ajonina C, Nicholas T, Fontenille D 
(2003). Anopheles species of the mount Cameroon region: Biting 
habits, feeding behaviour and entomological inoculation rates. Trop. 

Med. Int. Health 8(7):643-9. 
Yohannes E, Hansson B, Lee WR, Waldenström J, Westerdahl H, 

Åkesson S, Hasselquist D, Bensch S (2008). Isotope signatures in 

winter moulted feathers predict malaria prevalence in a breeding 
avian host. Oecologia 158:299-306. 

 

 
 
 

 
 
 

 

 


	Text1: Zuerst ersch. in: Journal of Parasitology and Vector Biology ; 5 (2013), 1. - S. 6–12
	Text2: Konstanzer Online-Publikations-System (KOPS)
URL: http://nbn-resolving.de/urn:nbn:de:bsz:352-265122


