
  International Journal of Livestock Research    eISSN : 2277-1964  NAAS Score -5.36 Vol 9 (12) Dec ’19 

 

Hosted@www.ijlr.org  DOI 10.5455/ijlr.20191104070146 

P
ag

e2
4

4
 

Original Research 

Phylogeny and Prevalence of Haemosporidian Parasites of Free-ranging 

Domestic Birds in Northwestern Uganda 

Jesca Nakayima1*, Eugene Arinaitwe2, William Microse Kabasa3, Paul Davies Kasaija1, 

Constance Agbemelo-Tsomafo4 and Taiwo Crossby Omotoriogun5,6,7 

1National Livestock Resources Research Institute (NaLIRRI), P.O. Box 5704, Nakyesasa, Wakiso, 

UGANDA 
2National Animal Disease Diagnostics and Epidemiology Centre (NADDEC). P.O. Box 513, Entebbe, 

UGANDA 
3Department of Biotechnical & Diagnostic Sciences, The School of Veterinary and Animal Resources, 

College of Veterinary Medicine, Animal Resources and Bio-security, (CoVAB); Makerere University. 

P.O. Box 7062 Kampala, UGANDA 
4Department of Animal Experimentation, Noguchi Memorial Institute for Medical Research, University of 

Ghana, GHANA 
5Department of Biological Sciences, Biotechnology Unit, Elizade University, P.M.B 002, Ilara-Mokin, 

Ondo State, NIGERIA 
6AP Leventis Ornithological Research Institute, University of Jos, NIGERIA 
7Natural History Museum, University of Oslo, NORWAY 

*Corresponding author: jescanl2001@yahoo.co.uk 

Rec. Date:  Nov 04, 2019 07:01 

Accept Date:  Dec 26, 2019 11:47 

DOI 10.5455/ijlr.20191104070146  

 

Abstract 

Infection of avian malaria parasites is a general problem for both wild and domestic birds. Most infected 

birds exhibit suppressed immunity, poor productivity and high mortality. Despite this concern, there are 

limited studies on haemosporidian parasites in free-ranging domestic birds in Africa and its subregions. 

The aim of this study is to investigate the distribution, prevalence and diversity of haemosporidian parasites 

among free-ranging domestic birds in Uganda. Blood samples were collected from free-ranging chickens 

(n=304), ducks (n=70), turkeys (n=14), and guinea fowl (n=19) and screened for haemosporidian 

parasites. Microscopy and PCR approaches were used to detect and identify parasites based on 

morphological characteristics and a 600-900 bp amplified fragment of Cytochrome b (cyt b). We detected 

haemoproteus (17.25%, n=69), plasmodium (22%, n=88) and leucocytozoon (1.75%, n=7) in the sampled 

birds. The sequences from these genera were nested within their respective clades in a phylogenetic tree 

constructed using sequences from the MalAvi database. Our study showed that free-ranging domestic birds 

habour haemosporidian parasites in Uganda thus providing insight for more conscious management 

practice in poultry systems to prevent widespread infection of the parasites. 
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Introduction 

Over the years, high human population growth has increased urban migration and demand for food. 

Consequently, this has created pressure on land and food production such that farming systems which 

maximize yield per unit area (e.g., poultry production) have become priority. Poultry production systems 

are an integral part of mixed farming that involves chicken production, as well as turkeys, guinea fowls, 

ducks, pigeons, geese, and ostriches. Based on number, biosecurity, and management of birds, poultry 

practices can be categorized as commercial and free-range systems (Byarugaba, 2007). In commercial 

systems birds are reared in large number in an enclosure, and intensively managed; whereas in a free-range 

system birds are independent, poorly managed and less secured. 

 In Uganda, poultry farming is an important source of livelihood for the expanding population. 

Nevertheless, this sector currently faces daunting challenges, including weak veterinary and extension 

services, inoperative laws, and failed policies (Bhat et al., 2014). These have led to disease outbreaks, 

transmission and infection, poor productivity, and high mortality of poultry birds (Soulsby, 1982; Conroy 

et al., 2005). The role of parasites in disease induction and economic loss cannot be overemphasized. In-

depth studies of the adverse effects of parasites on some avian species have been documented, and 

haemosporidian parasites such as Plasmodium, Haemoproteus and Leucocytozoon have received significant 

attention (Martinsen et al., 2007). 

Avian malaria is a parasitic disease of birds caused by protozoan parasites belonging to the genus 

Plasmodium (Lefèvre et al., 2008) with close linkage to the genera Leucocytozoon and Haemoproteus. 

There are currently more than 50 Plasmodium species of birds (Valkiūnas, 2005; Valkiūnas et al., 2014; 

Walther et al., 2014) transmitted by diverse species of mosquitoes in the Culicinae and Anophelinae 

subfamilies (Valkiūnas, 2005; Njabo et al., 2011). In contrast to human malaria which is transmitted solely 

by the Anophelinae subfamily of mosquitoes, avian Plasmodium species (spp.) is transmitted by mosquitoes 

in the Culicidae. Haemoproteus spp. is transmitted by biting midges (Ceratopogonidae) or louse flies 

(Hippoboscidae) (Valkiūnas, 2005) and Leucocytozoon spp. are transmitted by black flies (Diptera: 

Simuliidae). Generally, transmission of haemosporidian parasites occurs across the globe.  

Haemosporidian parasites have negative impact on wild bird populations, cumulating in reduced fitness, 

mortality, and extinction of the host (Lefèvre et al., 2008; Dinhopl et al., 2015). Recently, Coquillettidia 

species have been shown to be a potential vector of avian malaria transmission among African birds (Njabo 

et al., 2011), suggesting that our understanding of avian malaria vectors is incomplete in the tropical region. 
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For example, avian haemosporidian diversity and prevalence are poorly understood in free-ranging birds in 

tropical Africa, especially in some regions of Uganda and East Africa. Free-ranging birds exhibit 

independent foraging and roosting habits, a behavioral pattern that keeps them highly vulnerable and 

predisposed to diseases and parasites coexisting in the ecosystem (Malatji et al., 2016). Moreover, free-

ranging birds serve as link between poultry and wild bird populations. Uganda is a major migratory route 

and stopover site on migration pathways for most Palearctic migrants; therefore, coalescence between 

migratory, resident, free-ranging, and poultry populations of birds hold potential for shared transmission, 

exchange, and introduction of new pathogens across the avifauna communities within the Ugandan 

ecosystem (Kirby et al., 2008). 

Studies have shown that the distribution and heterogeneity of haemosporidian parasites depends on host-

parasite compatibility (Ricklefs, 2010; Knowles et al., 2011), vector-parasite compatibility (Carlson et al., 

2015) and mosquito feeding behavior (Medeiros et al., 2015). Available data shows that the majority of 

malaria parasite species have a broad range of avian hosts (Medeiros et al., 2013); therefore, detecting and 

screening parasites across this host continuum requires accurate techniques. With the recent development 

in molecular diagnostics for haemosporidian parasites, limitations inherent in microscopy-based 

approaches for identifying haemosporidian parasites have been addressed. Molecular approach has 

advantages in the effective characterization and detection of parasitemia (Bensch et al., 2000a; 

Waldenström et al., 2004). However, some studies of avian malaria in wild birds have suggested the parallel 

application of both microscopy- and molecular-based techniques (Valkiūnas et al., 2008; Garamszegi, 

2010). Molecular-based identification of avian haemosporidia often uses mitochondrial genes (mtDNA), 

and more genomic markers have recently been explored in the phylogeny of avian malaria parasites and 

related haemosporidia (Braga et al., 2011). The results showed high genetic diversity among malaria 

parasites and haemosporidia lineages (Martinsen et al., 2008).  Currently, there are several DNA sequences 

for haemosporidian parasites deposited in GenBank or related databases that can facilitate studies aimed at 

the phylogeographical comparison of the diversity and prevalence of these parasites. Herein, we aimed to 

investigate the distribution, prevalence and diversity of haemosporidian parasites in free-ranging domestic 

birds in Uganda, East Africa. 

Materials and Methods 

Compliance with Ethical Standards 

Sampling of the birds was done with verbal consent from the flock owners who were informed about the 

purpose of the project. Clearance was obtained from the Science committee of National Livestock 

Resources Research Institute (NaLIRRI) Uganda. 
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Blood Sample Collection 

The present study was carried out in Northwestern Uganda across four districts: Adjumani (03 37′ N, 31 

78′ E), Moyo (03 65′ N, 31 72′ E), Yumbe (03 46′ N, 31 24′ E), and Koboko (03 41′ N, 30 95′ E). 

Blood samples were collected from free-ranging chickens (Gallus domesticus), ducks (Anas domesticus), 

turkeys (Meleagris gallopavo) and guinea fowl (Numida meleagris) via the brachial vein (venipuncture). 

Approximately 10–50 µL of blood was collected and preserved in EDTA-containing vacutainers and stored 

in a cool box prior to analysis. Blood smears were prepared on microscopic slides and fixed in 10% 

formalin. Slides were carefully stored in slide boxes and taken to the parasitology laboratory at the College 

of Veterinary Medicine, Animal Resources, and Biosecurity, Makerere University (Kampala, Uganda), 

where they were later Giemsa stained.  Microscopic detection of avian haemosporidian parasites was 

completed thereafter. 

Polymerase Chain Reaction (PCR) 

Total DNA was extracted from bird blood samples using a DNeasy Blood and Tissue kit (Qiagen) following 

the manufacturer’s protocol. Extracted DNA was subjected to nested PCR amplification of a 600-900 bp 

cytochrome b (cyt b) gene region of Mitochondrial DNA (mtDNA). Primary amplification used two 

primers, DW2-Forward (5'-TAATGCCTAGACGTATTCCTGATTATCCAG-3') and DW4- Reverse (5'-

TGTTTGCTTGGGAGCTGTAATCATAATGTG-3'), which were designed as previously described by 

Perkins and Schall (2002). Secondary primers previously designed in conserved regions flanking cyt b 

based on recent studies of avian Leucocytozoon spp., Plasmodium spp., and Haemoproteus spp. Primers 

were denoted as LCytb-Forward (5'-CAAATTCTTACTGGTGTATTATTAGC-3') and LCytb-Reverse  

(5'-ATAATAGATAATGAATAATCTCTTGG-3') (Sato et al., 2009), APF-Forward 

(5'CTTATGGAATTATGGATTTCTTTTAGG-3') and APRN-Reverse (5'-

ATAATAAAGCATAGAATGAACATATAAACC-3') (Ejiri et al., 2009), and L15183-Forward (5'-

GTGCAACYGTTATTACTAATTTATA-3') and H15730-Reverse (5'-

CATCCAATCCATAATAAAGCAT-3') (Ishak et al., 2008) for Leucocytozoon, Plasmodium and 

Haemoproteus respectively. PCRs were run in 25 μL total volumes containing 12.5 µL of Taq PCR master 

mix, 1 µL (10 mM) each of forward and reverse primers, 8.5 µL of distilled water, and 2 µL of extracted 

DNA. For each PCR run, one negative control was routinely used to detect false amplification since nested 

PCR is highly sensitive. The cycling conditions for amplification started with an initial denaturation for 10 

min at 95 °C followed by 35 cycles of 94 °C for 30 s, 52 °C for 30 s, 72 °C for 60 s, and 72 °C for 5 min of 

final extension. Amplification products were detected by gel electrophoresis using 5 µL of the final PCR 

products on a 2.0% agarose gel followed by visualization of the ethidium bromide-stained DNA under 

ultraviolet light.  
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DNA Sequencing and Phylogenetic Analysis 

All successfully amplified samples were prepared for sequencing. These samples were selected randomly 

basing on positive microscopy results. The PCR products were purified using a QiAquick PCR Purification 

kit (Qiagen), sequenced directly from the primed 5'-end using a BigDye terminator cycle sequencing kit 

(Applied Biosystems, Foster City, CA, USA), and loaded into an ABI Prism 3100 automated sequencer 

(Applied Biosystems). All sequences were proofread and trimmed in CodonCode Aligner version 7. The 

new sequences were submitted to GenBank and assigned accession numbers (MF547704–MF547715).  

To distinguish among the three investigated parasite genera, sequences from the present study were 

combined with those downloaded from the MalAvi database (Bensch et al., 2009) for species of 

Haemoproteus, Plasmodium, and Leucocytozoon. The detailed information of downloaded sequences is 

available in the MalAvi database website (http://mbio-serv2.mbioekol.lu.se/Malavi/). Sequences were 

aligned with ClustalW using MEGA version 7.0.26 (Tamura et al., 2007; Kumar et al., 2016). The 

phylogenetic relationships among parasite lineages were estimated using Bayesian inference and maximum 

likelihood methods. Phylogenetic trees were constructed and rooted using a mammalian Plasmodium 

falciparum as the out group. We applied the GTR+G+I best fitting model of DNA substitution based on 

Akaike Information Criteria corrected for small sample size in jModelTest (Posada, 2008). Bayesian 

inference was performed using MrBayes version 3.1.2. Two independent Markov Chain Monte Carlo were 

run for five million generations sampling every 100 generations. Convergence diagnostics were assessed, 

and 25% of generations were removed as burnin by visual examination of the plots and estimates of 

effective sample size (ESS>420) using Tracer version 1.5 (Drummond and Rambaut, 2007). Tree Annotator 

was used to summarize remaining evenly sampled trees as a posterior distribution from which a maximum 

clade credibility tree using median node height was generated. 

To identify the lineages of parasite sequences, the placement of our sequences was determined relative to 

those downloaded from the MalAvi database. Congruence and support for placement and sister taxon 

cluster were assessed using the posterior probability of the Bayesian inference tree. We also compared the 

bootstrap support values of the maximum likelihood tree constructed in MEGA7 (Kumar et al., 2016) at 

1000 iterative replicates using the same model of DNA substitution from jModelTest (Palinauskas et al., 

2011). Maximum likelihood obtained an initial tree for the heuristic search by applying BioNJ and 

Neighbor-Joining algorithms to a matrix of pairwise distances estimated using the maximum composite 

likelihood approach and selecting the appropriate topology based on log likelihood values. The support 

values are shown for the maximum clade credibility trees obtained from both methods. 

Results and Discussion 
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Microscopic Detection of Avian Haemosporidian Parasites 

A total of 407 bird samples comprised of 304 chickens, 70 ducks, 14 turkeys, and 19 guinea fowl were 

screened for haemosporidian parasites. Of these, we detected 69 Haemoproteus spp., 7 Leucocytozoon spp., 

and 88 Plasmodium spp. across the sampled bird species based on direct microscopy of Giemsa-stained 

blood smears (Fig. 1; Table 1). Domestic chicken were found infected with all three avian haemosporidian 

parasites, 3.3% Haemoproteus spp., 2.3% Leucocytozoon spp., and 21.7% Plasmodium spp.. Duck, turkey, 

and guinea fowl were only found infected with Haemoproteus spp. and Plasmodium spp.; duck samples 

were 62.9% Haemoproteus spp. and 25.7% Plasmodium spp., turkey samples were 50% Haemoproteus 

spp. and 21% Plasmodium spp., and guinea fowl samples were 42% Haemoproteus spp. and 5.3% 

Plasmodium spp. In general, avian haemosporidian parasite infection rate for chicken, duck, turkey, and 

guinea fowl were 27%, 61%, 71%, and 47%, respectively (Table 1). Mixed infections of Haemoproteus 

spp. and Plasmodium spp. was detected in chicken (n=81), duck (n=43), turkey (n=10) and guinea fowl 

(n=9). There were seven positive cases of single Leucocytozoon infection in chicken.  

Table 1: Microscopic detection of haemosporidian parasites in birds and percentage infection of birds from 

Northwestern Uganda 

Birds n Haemoproteus Leucocytozoon Plasmodium Total (%) 

Chicken 304 10 7 66 26.6 

Duck 70 44 0 18 61.4 

Turkey 14 7 0 3 71.4 

Guinea fowl 19 8 0 1 47.4 

Total 497 69 7 88   
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Fig. 1: Microscopy detection of haemosporidian parasites for Haemoproteus spp. (a1-2); Leucocytozoon 

spp. (b3-4), and Plasmodium spp. (c5-6).  Arrows point to Haemoproteus sp. gamonts (1000x); 

Leucocytozoon sp.  gamonts in an erythrocyte (1000x), the nucleus of the host cell is peripheral; 

Plasmodium sp. schizont and macrogametocyte (1000x) from Giemsa-stained thin blood films. The scale 

bars in a, b and c is of length 10 µm 
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Phylogenetic Analysis and Position of Parasites 

We used 54 sequences (12 from this study, 41 from MalAvi, and outgroup from Genbank; and constructed 

phylogenetic trees using Bayesian inference (Fig. 2) and maximum likelihood (Fig. supplementary 1). The 

Bayesian inference tree showed the placement of sequences from the three avian Haemosporidia genera 

(Haemoproteus, Plasmodium, and Leucocytozoon) from the current study (Fig. 2) and were nested near 

their sister taxon from the MalAvi database. The nodes showed reasonable support for this sister taxon 

cluster, posterior probability values were greater than 50. The eight Haemoproteus spp. sequences formed 

a cluster near Haemoproteus majoris. The Plasmodium sequences were nested within the Plasmodium 

lineages from MalAvi, however, two of the three sequences formed a sister cluster with Plasmodium 

gallinaceum, while the other sequence was placed at the base of the clade comprised of P. multivauolaris, 

P. homopolare, P. vaughani, P. juxtanucleare, P. heteronuclear and P. rouxi. The only sequence from 

Leucocytozoon spp. (MF547715) was placed at the basal position of the Haemoproteus, between 

Haemoproteus and Leucocytozoon genera. The maximum likelihood tree showed a topology similar to the 

Bayesian inference tree, but some clades were poorly supported at some nodes compared to the Bayesian 

inference tree. 
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Fig. 2: Bayesian inference tree of three avian haemosporidian parasite genera (Haemoproteus spp., 

Plasmodium spp., and Leucocytozoon spp.) based on 54 mtDNA sequences. Sequences from the present 

study are colored to differentiate those obtained from the MalAvi database. Posterior probabilities are 

shown above or below branches. *The position of Leucocytozoon spp. was not clear on the trees. 
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Fig. Supplementary 1: Maximum likelihood tree of three avian haemosporidian parasite genera 

(Haemoproteus spp., Plasmodium spp., and Leucocytozoon spp.) based on 54 mtDNA sequences. 

Sequences from the present study are colored to differentiate those obtained from the MalAvi database. 

Bootstrap values >50 are shown at nodes. *The position of Leucocytozoon spp. was not clear on the trees. 
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Only a few studies have investigated haemosporidian parasites of birds in Uganda (Howard et al., 2018); 

however, there were studies of these parasites in wild birds within surrounding African islands including 

Cape Verde (Hille et al., 2007) and Madagascar (Barraclough et al., 2008; Ishtiaq et al., 2012; Schmid et 

al., 2017). Although Uganda has a diversity of habitat suitable for vector development, this does not 

translate into more diversified blood parasite transmission within the area. Low prevalence of 

haemoparasites has been found in wild bird populations due to resistance of most avian species to infections 

of the parasites (Martínez-abraín et al., 2004). Also, implementation of control measures for the 

development of arthropod vectors can mitigate the transmission of blood parasites (Piersma, 1997). The 

present study showed that host range varied for the three haemosporidian parasites. Haemoproteus spp. and 

Plasmodium spp. exhibited a wider host range of infection; for example, the four free-ranging bird species 

investigated were found infected with parasites from these haemosporidian genera. In contrast, 

Leucocytozoon spp. seemed to exhibit a narrowed host range. Our study only detected infection in one host, 

the domestic chicken. There was one case (i.e. MF547715) we were unable to decide whether 

Haemoproteus spp or Leucocytozoon spp due to the position on the tree.  

The phylogenetics of the mtDNA (cyt b) revealed low diversity of avian haemosporidian parasites in free-

ranging birds in Uganda. A single Haemoproteus cluster was observed suggesting it may be the only lineage 

in circulation in free-ranging birds in Uganda. Of the three Plasmodium spp. sequences identified in the 

current study, two (MF547713 and MF547714) formed a cluster with P. gallinaceum, the other 

(MF547712) was placed at the base of the clade comprised of P. multivauolaris, P. homopolare, P. 

vaughani, P. juxtanucleare, P. heteronucleare and P. rouxi. The phylogeny of avian haemosporidian 

parasites has not been extensively studied in Uganda; therefore, further research is needed to identify avian 

reservoirs and mosquito vectors for haemosporidian parasites in this country. 

Haemosporidian parasites can have adverse effects on the physiological processes of birds. For examples, 

Atkinson et al. (1995) detected declines in food consumption and body weight of native Hawaiian forest 

birds in an experimental study of pathogenicity of avian malaria. Death was mainly due to anemia following 

erythrocyte parasitemia. This makes it important to bleed the birds and measure their hematocrit. Presence 

of pale watery heart blood, high parasitemia with abundant immature erythrocytes, and diffuse areas of 

extramedullary erythropoiesis in the liver and kidney and lesions have been detected (Atkinson et al., 2000). 

Clinically, avian malaria produces a wide range of effects in avian hosts, from no apparent clinical signs to 

severe anaemia and death. Post-mortem findings reveal intense and severe anemia as main cause. Further, 

associated tissue hypoxia can produce tissue necrosis; hypertrophy of the spleen and the liver (Ishtiaq et 

al., 2012).  P. gallinaceum, P. juxtanucleare and P. durae appear to be the most dangerous for poultry, 

producing up to 90% mortality. Some 65 Plasmodium sp. have been isolated from over 1,000 different 

species of birds. Few of the Plasmodium sp. which has been identified appears to be natural parasites of 
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domestic poultry. Susceptibility occurs primarily in passerine birds rather than domestic fowl.  The birds 

sampled in this study were apparently healthy and there was no existing knowledge of avian haemosporidia 

among the farmers and veterinary stakeholders.  

Current lapses in the poultry industry in Uganda in terms of weak veterinary services and policies may 

increase disease transmission. Though intensive disease control and management systems are employed by 

some commercial poultry farmers, very little intervention has been directed to managing disease or infection 

in free-ranging domestic birds. This makes disease control unsustainable and difficult to monitor across 

managements in poultry production. Moreover, Uganda is a major destination for migratory birds from the 

northern hemisphere. With a total of 1061 bird species within its borders, Uganda is among bird watching 

destinations in Africa. The limited research on avian parasites has resulted in poor awareness and control 

measures of haemosporidian parasites; therefore, a threat to the avian diversity in Uganda and the region at 

large. Further, global climate change has affected the movement of both migratory and resident species of 

birds including response to changes in resources such as food availability, habitats and weather conditions, 

in the wintering grounds (Waldenström et al., 2004). Together, this can increase predisposition to infection 

or disease transmission, along flying routes. Avian malaria is one of the more likely diseases to be 

contracted at stopover points during migration following exposure to mosquito bites. Also, avian malaria 

and its mosquito vectors are believed to play a major role in the decline and extinction of native bird species 

(Walther et al., 2014). These parasites are frequently lethal in non-adaptive avian hosts. The pathogenicity 

of malaria parasites towards birds usually differs during the acute and chronic stages of infection (Cranfield 

et al., 1994; Graczyk  et al., 1994; Atkinson et al., 1995; Valkiūnas, 2005; Palinauskas et al., 2011). 

Conclusion 

The present study used both molecular- and microscopy-based techniques to detect and identify the 

presence of haemosporidian parasites in free-ranging domestic birds in Northwestern Uganda. We detected 

Haemoproteus spp., Leucocytozoon spp. and Plasmodium spp. The Haemosporidian parasites exhibited 

limited diversity; the phylogeny revealed distinct clades with similar evolutionary relationships. The current 

level of research and awareness regarding these parasites is low in Uganda therefore requires intensified 

effort to understand the diversity, prevalence and distribution of haemosporidian parasites in the region.  

Conflicts of Interest 

The authors have no conflicts of interest to declare. 

Acknowledgements 

This study was financially supported through a Collaborative Research Grants by International Foundation 

for Science with reference no: JN (J/5723-1), LK (J/5722-1), CA-T (J/5721-1) and TCO (J/5724-1). The 

mailto:Hosted@www.ijlr.org
http://dx.doi.org/10.5455/ijlr.20191104070146


  International Journal of Livestock Research    eISSN : 2277-1964  NAAS Score -5.36 Vol 9 (12) Dec ’19 

 

Hosted@www.ijlr.org  DOI 10.5455/ijlr.20191104070146 

P
ag

e2
5

6
 

authors would like to express their appreciation to Mr. Ambrose Oruni of the College of Veterinary 

Medicine, Animal Resources and Bio-security of Makerere University, for assistance in sample collection.  

References 

1. Atkinson, C.T., Dusek, R.J., Woods, K.L. and Iko, W.M. (2000) Pathogenicity of avian malaria in 

experimentally infected Hawaii Amakihi. Journal of Wildlife Diseases, 36, 197-204.  

2. Atkinson, C.T., Woods, K.L.,  Dusek, R.J., Sileo, L.S. and Iko, W.M. (1995) Wildlife disease and 

conservation in Hawaii: pathogenicity of avian malaria (Plasmodium relictum) in experimentally 

infected Iiwi (Vestiaria coccinea). Parasitology, 111, 59-69. 

3. Barraclough, R.K., Duval, L., Talman, A.M.,  Ariey, F. and Robert, V. (2008) Attraction between 

sexes: male-female gametocyte behaviour within a Leucocytozoon toddy (Haemosporida). 

Parasitology Research, 102, 1321-1327. 

4. Bensch, S., Hellgren, O. and Pérez-Tris, J. (2009) MalAvi: a public database of malaria parasites and 

related haemosporidians in avian hosts based on mitochondrial cytochrome b lineages. Molecular 

Ecology Resources, 9, 1353-1358. 

5. Bensch, S., Stjernman, M.,  Hasselquist, D.,  Ostman, O.,  Hansson, B.,  Westerdahl, H. and  Pinheiro, 

R.T. (2000) Host specificity in avian blood parasites: a study of Plasmodium and Haemoproteus 

mitochondrial DNA amplified from Birds. Proceedings Biological Sciences,  267, 1583-1589. 

6. Bhat, S.A., Khajuria, J.K.,  Katoch, R.,  Wani, M.Y. and Dhama, K. (2014) Prevalence of endoparasites 

in backyard poultry in North Indian region: a performance based assessment study. Asian Journal of 

Animal and Veterinary Advances, 9, 479-488. 

7. Byarugaba, D.K. ( 2007)  Poultry sector country review. FAO Animal production and health division. 

Emergency center for transboundary animal diseases socio economics, production and biodiversity 

unit.  

8. Carlson, J.S., Walther, E.,  TroutFryxell, R.,  Staley, S.,  Tell, L.A.,  Sehgal, R.N.M., Barker, C.M. and 

Cornel, A.J. (2015) Identifying avian malaria vectors: sampling methods influence outcomes. 

Parasites and Vectors, 8, 365. 

9. Conroy, C., Sparks, D.,  Chandrasekaran, D.,  Sharma, A.,  Shindey, D.,  Singh, L.R.,  Natarajan, A. 

and Anitha, K. (2005) The significance of predation as a constraint in scavenging poultry systems: 

some findings from India. Livestock Research for Rural Development, 17 (6). 

10. Cranfield, M.R., Graczyk, T.K.,  Beall, F.B.,  Ialeggio, D.M.,  Shaw, M.L. and Skjoldager, M.L. (1994) 

Subclinical avian malaria infections in African black-footed penguins (Spheniscus demersus) and 

induction of parasite recrudescence. Journal of Wildlife Diseases, 30, 372-376. 

11. Dinhopl, N., Nedorost, N., Mostegl, M.M., Weissenbacher-Lang, C. and Weissenböck, H. (2015) In 

situ hybridization and sequence analysis reveal an association of Plasmodium spp. with mortalities in 

wild passerine birds in Austria. Parasitology Research, 114, 1455-1462. 

12. Drummond, A.J. and Rambaut, A. (2007) BEAST: Bayesian evolutionary analysis by sampling trees. 

BMC Evolutionary Biology, 7, 214. 

13. Ejiri, H., Sato, Y., Sawai, R., Sasaki, E.,  Matsumoto, R.,  Ueda, M.,  Higa, Y.,  Tsuda, Y.,  Omori, S.,  

Murata, K. and Yukawa, M. (2009) Prevalence of avian malaria parasite in mosquitoes collected at a 

zoological garden in Japan. Parasitology Research, 105, 629-633. 

14. Garamszegi, L.Z. (2010) The sensitivity of microscopy and PCR-based detection methods affecting 

estimates of prevalence of blood parasites in birds. Journal of Parasitology, 96, 1197-1203. 

15. Graczyk, T.K., Cranfield, M.R.,  McCutchan, T.F. and  Bicknese, E.J. (1994) Characteristics of 

naturally acquired avian malaria infections in naive juvenile African black-footed penguins 

(Spheniscus demersus). Parasitology Research, 80, 634-637. 

16. Hille, S.M., Nash, J.P. and Krone, O. (2007) Hematozoa in endemic subspecies of common kestrel in 

the Cape Verde Islands. Journal of Wildlife Diseases, 43, 752-757. 

mailto:Hosted@www.ijlr.org
http://dx.doi.org/10.5455/ijlr.20191104070146


  International Journal of Livestock Research    eISSN : 2277-1964  NAAS Score -5.36 Vol 9 (12) Dec ’19 

 

Hosted@www.ijlr.org  DOI 10.5455/ijlr.20191104070146 

P
ag

e2
5

7
 

17. Howard, C., Stephens, P.A., Tobias, J.A., Sheard, C., Butchart, S.H.M., Willis, S.G. (2018). Flight 

range, fuel load and the impact of climate change on the journeys of migrant birds. Proceedings of the 

Royal Society B: Biological Sciences, 285(1873), 20172329. 

18. Iezhova, T.A., Dodge, M., Sehgal, R.N., Smith, T.B. and Valkiūnas, G. (2011) New avian 

Haemoproteus species (Haemosporida: Haemoproteidae) from African birds, with a critique of the use 

of host taxonomic information in hemoproteid classification. Journal of Parasitology, 97, 682-694. 

19. Ishak, H.D., Dumbacher, J.P., Anderson, N.L., Keane, J.J., Valkiūnas, G., Haig, S.M., Tell, L.A. and 

Sehgal, R.N.M. (2008) Blood parasites on owls with conservation implications for the spotted owl 

(Strix occidentalis). PLoS ONE, 3, e2304. 

20. Ishtiaq, F., Beadell, J.S.,  Warren, B.H.and Fleischer, R.C. (2012) Diversity and distribution of avian 

haematozoan parasites in the western Indian Ocean region: a molecular survey. Parasitology, 139, 

221-231. 

21. Jarvi, S.I., Farias, M.E.M., Baker, H., Freifeld, H.B., Baker, P.E., Gelder, E.V., Massey, J.G. and 

Atkinson, C.T. (2003) Detection of avian malaria (Plasmodium spp.) in native land birds of American 

Samoa. Conservation Genetics, 4, 629–637. 

22. Kirby, J.S., Stattersfield, A.J., Butchart, S.H.M., Evans, M.I., Grimmett, R.F.A., Jones, V.R., 

O’Sullivan, J., Tucker, G.M. and Newton, I. (2008) Key conservation issues for migratory land- and 

waterbird species on the world’s major flyways. Bird Conservation International, 18, 49–73. 

23. Knowles, S.C., Wood, M.J.,  Alves, R., Wilkin, T.A., Bensch, S. and Sheldon, B.C. (2011) Molecular 

epidemiology of malaria prevalence and parasitaemia in a wild bird population. Molecular Ecology, 

20, 1062-1076. 

24. Kumar, S., Stecher, G. and Tamura, K. (2016) MEGA7: Molecular Evolutionary Genetics Analysis 

version 7.0 for bigger datasets. Molecular Biology and Evolution, 33, 1870-1874. 

25. Lefèvre, T., Roche, B.,  Poulin, R.,  Hurd, H.,  Renaud, F. and Thomas, F. (2008) Exploiting host 

compensatory responses: the ‘must’ of manipulation? Trends in Parasitology, 24, 435-439. 

26. Malatji, D.P., Tsotetsi, A.M.,  Marle-Koster, E. and Muchadeyi, F.C. (2016) A description of village 

chicken production systems and prevalence of gastrointestinal parasites: Case studies in Limpopo and 

KwaZulu-Natal provinces of South Africa. Onderstepoort Journal of Veterinary Research, 83, a968. 

27. Martínez-Abraín, A., Esparza, B. and Oro, D. (2004) Lack of blood parasites in bird species: does 

absence of blood parasite vectors explain it all. Ardeola, 51, 225–232. 

28. Martinsen, E.S., Perkins, S.L. and Schall, J.J. (2007) A three-genome phylogeny of malaria parasites 

(Plasmodium and closely related genera): Evolution of life-history traits and host switches. Molecular 

Phylogenetics and Evolution, 47, 261-273. 

29. Martinsen, E.S., Perkins, S. and Schall, J.J. (2008) A three-genome phylogeny of malaria parasites 

(Plasmodium and closely related genera): evolution of life-history traits and host switches. Molecular 

Phylogenetics and Evolution, 47, 261-273. 

30. Marzal, A. (2012). Recent Advances in Studies on Avian Malaria Parasites. Malaria Parasitology, 

DOI: 10.5772/33730. 

31. Medeiros, M.C.I, Hamer, G.L. and Ricklefs, R.E. (2013) Host compatibility rather than vector–host-

encounter rate determines the host range of avian Plasmodium parasites. Proceedings. Biological 

Sciences, 280, 2012-2947. 

32. Medeiros, M.C., Ricklefs, R.E., Brawn, J.D. and Hamer, G.L. (2015) Plasmodium prevalence across 

avian host species is positively associated with exposure to mosquito vectors. Parasitology, 142, 1612. 

33. Niebuhr, C.N., Poulin, R., Tompkins, D.M.. (2016) Is Avian Malaria Playing a Role in Native Bird 

Declines in New Zealand? Testing Hypotheses along an Elevational Gradient. PLoS ONE, 11(11), 

e0165918.  

34. Njabo, K.Y., Cornel, A.J., Bonneaud, C., Toffelmier, E.,  Sehgal, R.N.M., Valkiūnas, G.,  Russell, 

A.F. and  Smith, T.B. (2011) Nonspecific patterns of vector, host and avian malaria parasite 

associations in a central African rainforest. Molecular Ecology, 20, 1049-1061.  

mailto:Hosted@www.ijlr.org
http://dx.doi.org/10.5455/ijlr.20191104070146


  International Journal of Livestock Research    eISSN : 2277-1964  NAAS Score -5.36 Vol 9 (12) Dec ’19 

 

Hosted@www.ijlr.org  DOI 10.5455/ijlr.20191104070146 

P
ag

e2
5

8
 

35. Palinauskas, V., Valkiunas, G.,  Bolshakov, C.V. and Bensch, S. (2011) Plasmodium relictum (lineage 

SGS1) and Plasmodium ashfordi (lineage GRW2): the effects of the co-infection on experimentally 

infected passerine birds. Experimental Parasitology, 127, 527-533. 

36. Perkins, S.L. and Schall, J.J. (2001) A molecular phylogeny of malarial parasites recovered from 

cytochrome b gene sequences. Journal of Parasitology, 88, 972-978. 

37. Piersma, T. (1997) Do global patterns of habitat use and migration strategies coevolve with relative 

investments in immunocompetence due to spatial variation in parasite pressure? Oikos, 80: 623-631. 

38. Posada, D. (2008) jModelTest: phylogenetic model averaging. Molecular Biology and Evolution,  25, 

1253-1256. 

39. Ricklefs, R.E. (2010) Host-pathogen coevolution, secondary sympatry and species diversification. 

Philosophical Transactions of the Royal Society B, 365, 1139-1147. 

40. Sato, Y., Tamada, A., Mochizuki, Y., Nakamura, S., Okano, E., Yoshida, C., Ejiri, H., Omori, S., 

Yukawa, M., Murata, K. (2009) Molecular detection of Leucocytozoon lovati from probable vectors, 

black flies (Simuliudae) collected in the alpine regions of Japan. Parasitology Research, 104, 251–

255. 

41. Schmid, S., Dinkel, A., Mackenstedt, U., Tantely, M.L.,  Randrianambinintsoa, F.J., Boyer, S. and 

Woog, F. (2017) Avian malaria on Madagascar: bird hosts and putative vector mosquitoes of different 

Plasmodium lineages. Parasites and Vectors, 10, 6. 

42. Soulsby, E.J.L. (1982) Helminths, Arthropods and Protozoa of Domesticated Animals.(London: 

Bailliere Tindall).  

43. Tamura, K., Dudley, J., Nei, M., Kumar, S. (2007) MEGA7: Molecular evolutionary genetics analysis 

(MEGA) software version 4.0. Molecular Biology and Evolution, 24, 1596-1599. 

44. Valkiūnas, G. (2005) Avian malaria parasites and other haemosporidia.(Florida: Boca Raton  CRC 

Press).  

45. Valkiūnas, G., Iezhova, T.A., Križanauskiené, A., Palinauskas, V.,  Sehgal, R.N.M., Bensch, S.A. 

(2008) comparative analysis of microscopy and PCR-based detection methods for blood parasites. 

Journal Parasitology, 94, 1395-1401. 

46. Valkiūnas, G., Palinauskas, V., Ilgūnas, M.,  Bukauskaite, D.,  Dimitrov, D.,  Bernotienė, R.,  

Zehtindjiev, P., Ilieva, M. and Iezhova, T.A. (2014) Molecular characterization of five widespread 

avian haemosporidian parasites (Haemosporida), with perspectives on the PCR-based detection of 

haemosporidians in wildlife. Parasitology Research, 113, 2251-2263. 

47. Waldenström, J., Bensch, S., Hasselquist, D., Ostman, O. (2004) A new nested polymerase chain 

reaction method very efficient in detect¬ing Plasmodium and Haemoproteus infections from avian 

blood. Journal Parasitology, 90, 191-194. 

48. Walther, E., Valkiūnas, G.,  González, A.D., Matta, N.E.,  Ricklefs, R.E.,  Cornel, A.  Sehgal, R. N. 

(2014) Description, molecular characterization, and patterns of distribution of a widespread New 

World avian malaria parasite (Haemosporida: Plasmodiidae), Plasmodium (Novyella) homopolare sp. 

nov. Parasitology Research, 113, 3319-3332. 

mailto:Hosted@www.ijlr.org
http://dx.doi.org/10.5455/ijlr.20191104070146
https://www.ncbi.nlm.nih.gov/pubmed/?term=Sehgal%20RN%5BAuthor%5D&cauthor=true&cauthor_uid=24974962

