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Abstract 

The extra-oral digestion of creeping water bugs (Naucoridae: Hemiptera) hinders the study of 

their diet using the standard method of identifying prey body parts in the gut. Genetic methods 

are available, but rely on PCR tests or similar diagnostics to confirm suspected prey. Where the 

potential prey is unknown and a broad search for all possible prey is desirable, methods that can 

potentially capture any prey item are required. Naucoris sp. is known to harbor Mycobacterium 

ulcerans (Actinomycetales: Mycobacteriaceae), the causative bacterium of Buruli ulcer. 

Outbreaks of Buruli ulcer have been associated with disturbed freshwater habitats, but the mode 

of transmission to humans remains unclear. Here we examine the diet of Naucoris sp., a 

dominant aquatic predator in water bodies in Ghana where the prevalence of Buruli ulcer is high. 

We cloned and sequenced 576 PCR products (mtDNA rrnL, cox1) isolated from the gut of 60 

Naucoris sp. individuals to determining diet composition as broadly as possible. Using 

phylogenetic analysis of newly sequenced clones and 6 potential prey taxa collected from the site, 

sequences isolated from Naucoris sp. guts matched locally collected Coleoptera (Hydrophilidae). 

Blastn queries to GenBank of other clone sequences produced matches to (Anura) (n = 1), 

Rotifera (n = 5), and fungi (n = 4) as additional components of the diet. Our results suggest that 

sp. in this Buruli ulcer-endemic area feeds on a wide range of prey and body sizes, and that the 

approach could be successfully applied to studies of aquatic food webs where morphological 

identification of prey is impossible and where little or no a priori knowledge is available. 
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Introduction 
 

Most Hemiptera feed by injecting digestive 

enzymes into prey and then ingesting the 

liquefied tissues through a tube-like proboscis 

(extra-oral digestion) (Cohen 1995). This 

feeding mode presents a challenge to the study 

of their diet, largely eliminating the use of 

standard morphological identification of 

chitinous body parts in the gut. As a result, 

studies of hemipteran diets have typically 

used immunoassays employing prey-specific 

monoclonal antibodies (Greenstone 1996), 

PCR tests (Sheppard and Harwood 2005), or 

both (e.g., Fournier et al. 2008). One 

limitation of most antibody- and DNA-based 

applications is that some knowledge of the 

potential prey is required. Antibodies target 

epitopes that are specific to proteins from 

target prey species, and most DNA methods 

employ species- or taxon-specific primers in 

PCR tests to determine the presence/absence 

of target prey species or taxa (e.g., Agustí et 

al. 1999, 2000, 2003; Read 2002; Cuthbertson 

et al. 2003; Jarman et al. 2004; de León et al. 

2006). While these methods can be powerful 

and have been verified for their accuracy 

using laboratory feeding experiments (Chen et 

al. 2000; Foltan et al. 2005; Harper et al. 

2005, 2006; Sheppard et al. 2005; Harwood et 

al. 2007; McMillan et al. 2007), a major 

limitation arises when there is little or no prior 

knowledge of the prey in their natural habitat. 

 

Buruli ulcer is a neglected emerging disease 

of skin and soft tissue that leads to scarring 

and disability (Johnson et al. 2005; Merritt et 

al. 2005). It is caused by Mycobacterium 

ulcerans (Actinomycetales: 

Mycobacteriaceae), an environmental 

pathogen that produces a destructive 

polyketide toxin (George et al. 1999). The 

disease has been reported in humans from at 

least 32 countries, with a large number of 

cases reported from West Africa (Duker et al. 

2006; Walsh et al. 2008; Merritt et al. 2010). 

While transmission of the disease to human 

beings remains unclear, Buruli ulcer outbreaks 

have been associated with freshwater habitats 

(Thangaraj et al. 1999), particularly in areas 

where the landscape is disturbed by natural 

events such as flooding, or through 

deforestation, dam construction, agricultural 

diversion, or mining (Thangaraj et al. 1999; 

Johnson et al. 2005; Merritt et al. 2005; Duker 

et al. 2006; Wansbrough-Jones and Philips 

2006). 

 

A critical step in understanding M. ulcerans 

transmission is elucidating the diet of 

organisms that may potentially act as 

reservoirs and vectors of the pathogen in 

nature. Non-human mammals and reptiles 

have been tested in the environment without 

positive findings for the pathogen (Radford 

1974), and several arthropod disease vectors 

(i.e., bedbugs, black flies, mosquitoes) tested 

negative in early studies (Revill and Barker 

1972; Portaels et al. 2001). However, only a 

few organisms in each taxonomic group were 

tested in these early studies, and insect 

sampling methods were neither systematically 

employed nor standardized. Portaels et al. 

(1999) were the first to suggest that aquatic 

bugs (Hemiptera) might be reservoirs of M. 

ulcerans in nature, and recently they described 

the first isolation in pure culture of M. 

ulcerans from a water strider (Hemiptera: 

Gerridae, Gerris sp.) from Benin, West Africa 

(Portaels et al. 2008). A survey study (Portaels 

et al. 2001) based on detecting M. ulcerans 

DNA in aquatic insects (Hemiptera, Odonata, 

Coleoptera) in African Buruli ulcer-endemic 

swamps confirmed the earlier findings. More 

recent studies in Australia have suggested that 
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Figure 1. Photograph of the study site near the village of Saduase, 
Ga East District, Ghana. High quality figures are available online. 

mosquitoes may be involved in transmission 

(Johnson et al. 2007). 

 

Using experiments, it has been demonstrated 

that M. ulcerans could survive and multiply 

within the salivary glands of the aquatic bug 

Naucoris cimicoides (Hemiptera, Naucoridae), 

and that N. cimicoides could transmit the 

mycobacteria to mice (Marsollier et al. 2002, 

2003). Naucoris spp. (Naucoridae, Hemiptera) 

live in freshwater ponds, lakes, and slow-

flowing sections of streams and rivers. 

Naucoridae are predacious in both the 

immature (nymph) and adult stages, although 

little is known of the ecology and prey 

preferences of Naucoridae in nature. This is 

particularly true in tropical West Africa where 

the disease is prevalent. Most aquatic 

hemipterans are believed to be generalist 

predators on other aquatic invertebrates 

(Merritt et al. 2008), although some, including 

naucorid species, have mouthparts designed to 

aid in feeding on prey larger then themselves 

(e.g., Cohen 1995) such as tadpoles 

(Polhemus and Polhemus 1988) and larval 

fish (Louarn and Cloarec 1997).  

 

Here we examine the diet of an abundant 

predator in Buruli ulcer-affected freshwater 

ecosystems in West Africa (Naucoris sp.) in a 

first attempt to understand its role in a tropical 

pond food web and potential sources of M. 

ulcerans. In the absence of any a priori 

knowledge of their prey, we used PCR to 

amplify all DNA in the Naucoris sp. gut using 

universal primers, clone the PCR product, and 

sequence a subset of clones. We then matched 

the resulting gut-content sequences to 

sequences obtained from potential prey 

collected from the same habitat, and to 

publically available sequence databases. 

 

Materials and Methods  
 

Sample collection and preparation 

 Naucoris sp. water bugs and potential prey 

populations were sampled 9 August 2009 

from one body of water within the village of 

Saduase, Ga East District, Ghana (Figure 1).  

All macroinvertebrates were collected using a 

500 m D-frame net. All Naucoris sp. were 

transferred immediately to individual vials, 

while all other macroinvertebrates were 

considered to be potential prey items and 

stored separately.  All specimens were 

preserved in 95% ethanol in the field.  In the 

laboratory, Naucoris sp. were sexed and guts 

were carefully removed under a dissecting 

microscope. To expose the guts, heads were 

dissected and incisions were made laterally 

along the abdomen to peel back the 

exoseleton. Guts were then removed with 

forceps and stored separately in fresh 95% 

ethanol.  Prior to handling each specimen, all 

instruments were rinsed with distilled water, 

flame treated, and wiped with individual 

Kimwipes. All samples were stored at 4°C 

prior to DNA extraction. 

 

DNA extraction and PCR 

Genomic DNA was extracted from Naucoris 

sp. adults (n = 29) and nymphs (n = 14) as 

well as the potential prey sampled: 

Ephemeroptera (mayflies, n = 4), Odonata 
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(damselflies, Zygoptera) (n = 8), Coleoptera 

(beetles, n = 4), Diptera (flies, Chironomidae, 

n = 3), and Arachnidae (spiders, n = 3) using 

DNeasy tissue kits (Qiagen GmbH, Hilden, 

Germany). Genomic DNA was extracted from 

Naucoris sp. guts (n = 60) using the QIAamp 

DNA Stool Mini Kit (Qiagen GmbH, 

www.qiagen.com) (King et al. 2008). Field 

samples were first centrifuged for one min at 

2000 g. The ethanol was poured off and the 

dry weight of the pellet was determined. All 

remaining steps followed the manufacturer’s 

protocol, except that only half the 

recommended volume of buffers/InhibitEX 

was used. Primers LR-N-13389 (alias 16ar, 

Simon et al. 1994) and 16b2 (5’-

TTTAATCCAACATCGAGG-3’) were used 

to amplify a ca. 440-bp fragment of 

mitochondrial rrnL (16S) for all samples 

using standard methods. The 5’ (DNA 

barcode) region of cox1 (COI) was amplified 

for four Naucoris sp. adults using primers 

LCO-1490 and HCO-2198 (Folmer et al. 

2004) in order to potentially match individuals 

with existing databases. PCR products were 

purified using the QIAquick PCR Purification 

Kit (Qiagen GmbH, www.qiagen.com) and 

sequenced in both directions using the PCR 

primers. Samples were analyzed on either a 

CEQ 8000 (Beckman/Coulter, 

www.beckmancoulter.com) or a 3500xL 

(Applied Biosystems, 

www.appliedbiosystems.com) automated 

sequencer. 

 

Molecular cloning 

We used cloning to differentiate among 

multiple possible PCR products obtained from 

Naucoris sp. guts. Both the rrnL and cox1 

PCR primers (above) target a broad range of 

organisms including crustaceans, insects, and 

vertebrates, thus could be useful for 

simultaneously amplifying multiple taxa that 

may be present in the gut. PCR products were 

run out on a 2 % agarose gel and purified 

using the MinElute gel extraction kit (Qiagen 

GmbH, www.qiagen.com). The clone libraries 

were created with the pGEM-T-Easy-kit 

(Promega GmbH, www.promega.com) 

following the manufacturer’s protocol.  Insert 

size was examined using PCR of plasmids 

with the primers SP6 (5’-

ATTTAGGTACACTATAG-3’) and T7 (5’-

AATACGACTCACTATAGG-3’). Large 

inserts (n = 576) were cleaned with PEG and 

sequenced using primer SP6. 

 

Data analysis 

All sequences were assembled and edited 

using CodonCode Aligner v 3.5 (Codon Code 

Corporation, www.codoncode.com). For 

Naucoris sp. and prey, forward and reverse 

sequences were assembled and edited for each 

specimen. Naucoris sp. cox1 and rrnL 

sequences were first compared to the NCBI 

nucleotide database using blastn queries 

(http://blast.ncbi.nlm.nih.gov). Clone 

sequences were assembled and contigs were 

edited in order to generate consensus 

sequences for each contig (contig sizes see 

Table 1). All full-length sequences obtained 

from clone libraries (ca. 450-478 bp rrnL, 658 

bp cox1) were compared to the NCBI 

nucleotide database using blastn queries. 

 

Phylogenetic analysis was conducted on all 

insect and arachnid rrnL sequences that were 

newly generated by direct sequencing or 

cloning. We also included 18 other Hemiptera 

rrnL sequences obtained from the list of blastn 

hits, most of which came from a recent 

mtDNA phylogeny (Hua et al. 2009). For 

comparison of our potential prey sequences 

with the NCBI database, we downloaded all 

blastn hits with > 90 % identity to each query 

genotype.  All sequences were aligned using 

clustalW (align.genome.jp) and a 

phylogenetic tree search was conducted on the 
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Figure 2. Maximum likelihood rrnL gene tree reconstructed using a GTR 
model of evolution, including newly sequenced Naucoris sp. (terminals 
labeled FIELD), potential prey (PREY), cloned PCR products from 
Naucoris sp. guts / mouthparts (CLONES), and highly ranked sequences 
according to blastn queries (with GenBank alphanumeric accession codes, 
see text for criteria). High quality figures are available online. 

Table 1. Results of comparisons of rrnL and cox1 sequences that were PCR-amplified from Naucoris sp. guts and cloned (see 
Methods) to the NCBI nucleotide database using blastn queries. Taxa listed were, in each case, first on the hit table. Only full-
length inserts (450 – 478 bp rrnL, 658 bp cox1) were used as query sequences. Other full-length inserts were identical to our 
sequences obtained from direct sequencing of sampled Naucoridae and resulted in a top blastn hit of Macrocoris sp. (rrnL) or 
Hemiptera sp. (cox1) (data not shown). 
 
 
 

 
 
 
 
 
 
 
 
 
 
 
 

 
a GenBank accessions for newly sequenced (query) data are presented in Table 2 
a Herniou, E.A. and Fontaneto, D. (unpubl.) 
bJackson, C. A. R., de Cock, A. W. A. M., Vijayan, P., Robideau, G. P. and Levesque, C. A. (unpubl.) 

matrix using a maximum likelihood approach 

in PhyML v 3.0 (Guindon and Gascuel 2003) 

under a GTR model of evolution (as 

determined by Modeltest v 3.7, Posada and 

Crandall 1998). 

 
Results 
 
PCR amplification of cox1 and rrnL was 

equally successful for Naucoris sp. but rrnL 

was more consistently amplified for gut 

samples and potential prey. There were no 

Naucoris sp. cox1 sequences available on the 

NCBI nucleotide database and the top hit of 

the blastn query was an unclassified 

Hemiptera (AAG5301 voucher ENT-OUBS-

156, HM381306), whereas the database 

contained 8 rrnL sequences for Naucoridae 

collected from Madagascar, Europe, North 

and Central America, and the Philippines 

(Hebsgaard et al. 2004). Combining the newly 

generated rrnL sequences with blastn query 

results produced an aligned matrix of 62 taxa 

and 460 characters (sequence length 336–443 

bp). In the maximum likelihood rrnL gene 

tree (ln L = -8123.81514 ; Figure 2) our 

Naucoris sp. sequences were clearly nested 

within published data for the Hemiptera, the 

closest relative being Ambrysus sp. collected 

from North America (Figure 2). Ambrysus sp. 

was the second-ranked blastn hit, with 

Macrocoris sp. from Madagascar (Hebsgaard 

et al. 2004) the top hit but phylogenetically 

more distant in our analysis of the same 

sequences (Figure 2).  
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Table 2. Accession numbers of newly sequenced material 
including taxa (with closest match using blastn searches in 
parentheses) and sequence origin (directly sequenced organism, or 
sequenced clone from gut/mouthpart content). 
 
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 
 
 
 

 

Three of our cloned rrnL sequences from 

Naucoris sp. guts were identical to a field-

caught Coleoptera species sampled at the 

study site as potential prey. The top database 

match (using blastn) to this sequence was 

Spercheus (Spercheidae) (Table 1) and the 

second-ranked match was Hydrobius sp. 

(Hydrophilidae) (not shown), but it is clear 

from our phylogenetic search that it is 

distantly related to both based on mtDNA 

rrnL (Figure 2). None of the other potential 

prey species that we collected from the 

sampling site and sequenced were recovered 

from gut sequence clones (Figure 2). 

Nonetheless, a number of interesting non-

insect species were recovered from guts and 

identified with blastn queries (Table 1). These 

included Afrixalus sp. (Anura: Hyperoliidae), 

a sub-Saharan genus of frog for which we 

recovered one rrnL sequence from our clone 

library. Sequences from the cox1 clone library 

included Embata and Floscularia (Rotifera), 

and Pythium (Oomycete fungi). All other full-

length clone sequences were identical to our 

Naucoridae sequences obtained using direct 

sequencing of PCR products (rrnL shown in 

Figure 2). 

 
Discussion 
 
Buruli ulcer (Mycobacterium ulcerans 

infection) causes severe morbidity in human 

populations associated with degraded 

freshwater habitats, but neither the reservoir 

nor the mode of transmission of M. ulcerans is 

known (Merritt et al. 2005, 2010). Here we 

investigated an abundant aquatic predator 

from a Buruli ulcer-endemic area in Ghana, 

Naucoris sp. water bugs (Hemiptera, 

Naucoridae). While Naucorids have been 

implicated in the transmission of M. ulcerans 

in laboratory studies, a limited knowledge of 

their place in aquatic food webs in nature 

makes it difficult assess the potential source 

and sinks of the pathogen. This is the first 

investigation of which we are aware to clone 

and sequence PCR products from universal 

primers to determine a Hemipteran diet 

without any prior knowledge of potential prey.  

 

Our approach led to a broader perspective of 

the role of Naucoris sp. in the aquatic food 

web. Using a standard PCR-based method, we 

would have designed prey-specific primers for 

the 5 taxa of field-caught prey (e.g., Agustí et 

al. 2003). From this, we would have probably 

generated positive tests for the Coleoptera. In 

contrast, the universal primers, sequenced 

clones, and database queries used here 

allowed us to identify DNA in the guts that 

came from taxa that were not field-collected. 

These included fungi, rotifers, and an anuran, 

although larval anurans were collected from 

the field site and thus known to be present. A 

limitation of the database queries is clearly the 

fact that the extent of the database plays an 

important role. Using the newly generated 

Naucoris sp. sequences, none of our blastn 
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query results gave a close match. Even our 

“barcode” cox1 sequence gave a fairly 

meaningless match (Hemiptera sp.) to the 

Barcode of Life database 

(www.barcodinglife.org). 

 

Combining public databases and our own 

newly generated prey sequences was 

beneficial for confirming that the prey 

Coleoptera sequence cloned from the gut 

matched the field-caught Coleoptera species at 

the same habitat.  Although neither the 

database nor our new sequence could provide 

identification, at least we could conclude with 

some confidence that the Naucoris sp. preys 

on the resident Coleoptera. These sequences 

were identical and, based on the phylogenetic 

gene tree, quite different from any species in 

GenBank. Interestingly, the blastn query and 

phylogenetic analysis gave different results.  

The second-ranked blastn result was 

phylogenetically closer to the query sequence 

than the top-ranked blastn query result. The 

more detailed phylogenetic analysis, using 

more of the available data and a GTR model 

of sequence evolution, likely revealed the 

closer relative. Although both query hits were 

relatively distant and neither is probably a 

good match, it does suggest that a 

phylogenetic approach is more accurate than a 

blast result in the absence of a complete 

database.  

 

In conclusion, our approach provided the 

means to study an aquatic hemipteran diet 

without any prior knowledge of potential prey 

and despite the difficulties of extra-oral 

digestion. Naucoris sp. in this Buruli ulcer-

endemic area feeds on a wide range of prey 

and body sizes, including rotifers, insects, and 

anurans. Further work on M. ulcerans 

transmission will be aided by this food web 

information. Our results also suggest the 

approach could be successfully used to study 

the complex interactions within aquatic food 

webs, including even feeding on fungi.  Our 

results corroborate previous suggestions that 

DNA-based approaches using universal 

primers and cloning provide an important tool 

for studying the prey spectrum of predators 

with unknown diets. 

 
Acknowledgements 
 
Maribet Gamboa was supported by a German 

Academic Exchange Service (DAAD) 

fellowship (A/09/94531). Partial support for 

the study came from grant no. R01TW007550 

awarded to R. W. Merritt from the Fogarty 

International Center through the NIH/NSF 

Ecology of Infectious Diseases Program, 

USA. We thank Mr. Charles Quaye researcher 

at the Noguchi Memorial Institute at the 

University of Ghana, for assistance with 

collections in the field. In Berlin, we very 

much appreciate the support of Ilka Lutz and 

the help of Serina Trotzer, Norman 

Warthmann, and Claudia Dziallas. 

 

References 
 

Agustí N, Unruh TR, Welter SC. 2003. 

Detecting Cacopsylla pyricola (Hemiptera: 

Psyllidae) in predator guts using COI 

mitochondrial markers. Bulletin of 

Entomological Research 93: 179–185. 

 

Agustí N, de Vicente MC, Gabarra R. 1999. 

Development of sequence amplified 

characterized region (SCAR) markers of 

Helicoverpa armigera: a new polymerase 

chain reaction-based technique for predator 

gut analysis. Molecular ecology 8: 1467-1474. 

 

Agustí N, de Vicente MC, Gabarra R. 2000. 

Developing scar markers to study predation 

on Trialeurodes vaporariorum. Insect 

Molecular Biology 9: 263–268. 

Downloaded From: https://bioone.org/journals/Journal-of-Insect-Science on 02 May 2024
Terms of Use: https://bioone.org/terms-of-use



 

Journal of Insect Science: Vol. 12 | Article 2  Gamboa et al. 

Journal of Insect Science | www.insectscience.org  8 
 
 

 

Bernhard D, Schmidt C, Korte A, Fritzsch G, 

Beutel RG. 2006. From terrestrial to aquatic 

habitats and back again – molecular insights 

into the evolution and phylogeny of 

Hydrophiloidea (Coleoptera) using multigene 

analyses. Zoologica Scripta 35: 597-606. 

 

Chen Y, Giles KL, Payton ME, Greenstone 

MH. 2000. Identifying key cereal aphid 

predators by molecular gut analysis. 

Molecular Ecology 9: 1887–1898. 

 

Cohen AC. 1995. Extra-oral digestion in 

predaceous terrestrial Arthropoda.  Annual 

Review of Entomology 40: 85-103. 

 

Cuthbertson AGS, Fleming CC, Murchie AK. 

2003. Detection of Rhopalosiphum insertum 

(apple-grass aphid) predation by the predatory 

mite Anystis baccarum using molecular gut 

analysis. Agricultural and Forest Entomology 

5: 219–225. 

 

de León JH, Fournier V, Hagler JR, Daane 

KM. 2006. Development of molecular 

diagnostic markers for sharpshooters 

Homalodisca coagulata and Homalodisca 

liturata for use in predator gut content 

examinations. Entomologia Experimentalis et 

Applicata 119: 109–119.  

 

Duker AA, Portaels F, Hale M. 2006. 

Pathways of Mycobacterium ulcerans 

infection: A review. Environment 

International 32: 567-573. 

 

Folmer O, Black M, Hoeh W, Lutz R 

,Vrijenhoek R. 1994. DNA primers for 

amplification of mitochondrial cytochrome C 

oxidase subunit I from diverse metazoan 

invertebrates. Molecular Marine Biology and 

Biotechnology 3: 294-299. 

 

Foltan P, Sheppard S, Konvicka M, 

Symondson WOC. 2005. The significance of 

facultative scavenging in generalist predator 

nutrition: detecting decayed prey in the guts of 

predators using PCR. Molecular Ecology 14: 

4147–4158. 

 

Fournier V, Hagler J, Daane K, de León J, 

Groves R. 2008. Identifying the predator 

complex of Homalodisca vitripennis 

(Hemiptera: Cicadellidae): a comparative 

study of the efficacy of an ELISA and PCR 

gut content assay. Oecologia 157: 629-40. 

 

Greenstone MH. 1996. Serological analysis of 

arthropod predation: past, present and future. 

In: Symondson WOC, Liddell JE, Editors. The 

Ecology of Agricultural Pests: Biochemical 

Approaches, pp. 265–300. Chapman & Hall. 

 

George KM, Chatterjee D, Gunawardana G, 

Welty D, Hayman J, Lee R, Small PLC. 1999. 

Mycolactone: a polyketide toxin from 

Mycobacterium ulcerans required for 

virulence. Science 283: 854–7. 

 

Guindon S, Gascuel O. 2003. A simple, fast, 

and accurate algorithm to estimate large 

phylogenies by maximum likelihood. 

Systematic Biology 52(5): 696-704. 

 

Harper GL, King RA, Dood CS, Harwood JD, 

Glen DM, Bruford MW, Symondson WOC. 

2005. Rapid screening of invertebrate 

predators for multiple prey DNA targets. 

Molecular Ecology 14: 819–827. 

 

Harper GL, Sheppard SK, Harwood JD, Read 

DS, Glen DM, Bruford MW, Symondson 

WO. 2006. Evaluation of temperature gradient 

gel electrophoresis for the analysis of prey 

DNA within the guts of invertebrate predators. 

Bulletin of Entomological Research 96: 295–

304. 

Downloaded From: https://bioone.org/journals/Journal-of-Insect-Science on 02 May 2024
Terms of Use: https://bioone.org/terms-of-use



 

Journal of Insect Science: Vol. 12 | Article 2  Gamboa et al. 

Journal of Insect Science | www.insectscience.org  9 
 
 

 

Harwood JD, Desneux N, Yoo HJS, Rowley 

DL, Greenstone MH, Obrycki JJ, O'Neil RJ. 

2007. Tracking the role of alternative prey in 

soybean aphid predation by Orius insidiosus: 

a molecular approach. Molecular Ecology 16: 

4390–4400.  

 

Hebsgaard MB, Andersen NM, Damgaard J. 

2004. Phylogeny of the true water bugs 

(Nepomorpha: Hemiptera-Heteroptera) based 

on 16S and 28S rDNA and morphology.  

Systematic Entomology 29: 488-508. 

 

Jarman SN, Deagle BE, Gales NJ. 2004. 

Group-specific polymerase chain reaction for 

DNA-based analysis of species diversity and 

identity in dietary samples. Molecular 

Ecology 13: 1313–1322. 

 

Johnson PD, Stinear T, Small PL, Pluschke G, 

Merritt RW, Portaels F, Huygen K, Hayman 

JA, Asiedu K. 2005. Buruli ulcer (M. ulcerans 

infection): new insights, new hope for disease 

control. PLoS Med 2: e108. 

 

Johnson PD, Azuolas J, Lavender CJ, Wishart 

E, Stinear TP, Hayman JA, Brown L, Jenkin 

GA, Fyfe JA. 2007. Mycobacterium ulcerans 

in mosquitoes captured during outbreak of 

Buruli ulcer, Southeastern Australia. 

Emerging Infectious Diseases 13: 1653-1660. 

 

King RA, Read DS, Traugott M, Symondson 

WOC. 2008. Molecular analysis of predation: 

a review of best practice for DNA-based 

approaches. Molecular ecology 17: 947-963. 

 

Louarn H, Cloarec A. 1997. Insect predation 

on pike fry. Journal of Fish Biology 50(2): 

366-370.  

 

McMillan S, Kuusk AK, Cassel-Lundhagen 

A, Ekbom B. 2007. The influence of time and 

temperature on molecular gut content 

analysis: Adalia bipunctata fed with 

Rhopalosiphum padi. Insect Science 14: 353–

358. 

 

Marsollier L, Aubry J, Saint-André JP, Robert 

R, Legras P, Manceau AL, Bourdon S, 

Audrain C, Carbonnelle B. 2003. Ecology and 

transmission of Mycobacterium ulcerans. 

Pathologie Biologie 51: 490-495. 

 

Marsollier L, Robert R, Aubry J, Saint André 

JP, Kouakou H, Legras P, Manceau AL, 

Mahaza C, Carbonnelle B. 2002. Aquatic 

insects as a vector for Mycobacterium 

ulcerans. Applied and Environmental 

Microbiology 68: 4623-4628. 

 

Merritt RW, Cummins KW, Berg MB. 2008. 

An introduction to the aquatic insects of North 

America. 4
th

 edition. 1158 p. Kendal/Hunt 

Pub. Co.  

 

Merritt R, Benbow M, Small P. 2005. 

Unraveling an emerging disease associated 

with disturbed aquatic environments: the case 

of Buruli ulcer. Frontiers in Ecology and the 

Environment 3: 323-331. 

 

Merritt RW, Walker ED, Small PLC, Wallace 

JR, Johnson PDR, Benbow ME, Boakye DA. 

2010. Ecology and Transmission of Buruli 

Ulcer Disease: A Systematic Review. PLoS 

Neglected Tropical Diseases 4: e911. 

 

Polhemus DA, Polhemus JT. 1988. The 

Aphelocheirinae of Tropical Asia 

(Heteroptera: Naucoridae).  Raffles Bulletin 

Zoology 36: 167-300. 

 

Posada D, Crandall KA. 1998. Modeltest: 

testing the model of DNA substitution. 

Bioinformatics 14: 817-818. 

 

Downloaded From: https://bioone.org/journals/Journal-of-Insect-Science on 02 May 2024
Terms of Use: https://bioone.org/terms-of-use



 

Journal of Insect Science: Vol. 12 | Article 2  Gamboa et al. 

Journal of Insect Science | www.insectscience.org  10 
 
 

Portaels F, Chemlal K, Elsen P, Johnson PD, 

Hayman JA, Hibble J, Kirkwood R, Meyers 

WM. 2001. Mycobacterium ulcerans in wild 

animals. Revue Scientifique et Technique 

(International Office of Epizootics) 20: 252-

264. 

 

Portaels F, Elsen P, Guimaraes-Peres A, 

Fonteyne P, Meyers WM. 1999. Insects in the 

transmission of Mycobacterium ulcerans 

infection. The Lancet 353: 986. 

 

Portaels F, Meyers WM, Ablordey A, Castro 

AG, Chemlal K, de Rijk P, Elsen P, Fissette 

K, Fraga AG, Lee R, Mahrous E, Small PL, 

Stragier P, Torrado E, Van Aerde A, Silva 

MT, Pedrosa J. 2008. First cultivation and 

characterization of Mycobacterium ulcerans 

from the environment. PLoS Neglected 

Tropical Diseases 2: e178. 

 

Radford AJ. 1974. Mycobacterium ulcerans 

infection in Papua New Guinea. Papua and 

New Guinea Medical Journal 17: 145-149. 

 

Read DS. 2002. Sequencing of aphid DNA 

and primer design for the detection of aphid 

remains in predators. Undergraduate 

Dissertation, Cardiff University, Cardiff UK. 

 

Revill WDL, Barker DJP. 1972. Seasonal 

distribution of mycobacterial skin ulcers. 

British Journal of Preventive & Social 

Medicine 26: 23-27 

 

Sheppard SK, Harwood JD. 2005. Advances 

in molecular ecology: tracking trophic links 

through predator-prey food-webs. Functional 

ecology 19: 751-762. 

 

Sheppard SK, Bell J, Sunderland KD, Fenlon 

J, Skervin D, Symondoson WOC. 2005. 

Detection of secondary predation by PCR 

analyses of the gut contents of invertebrate 

generalist predators. Molecular Ecology 14: 

4461–4468. 

 

Simon C, Frati F, Beckenbach A, Crespi B, 

Liu H, Flook PC. 1994. Evolution weighting 

and phylogenetic utility of mitochondrial gene 

sequences and compilation of conserved 

polymerase chain reaction primers. Annals of 

the Entomological Society of America 87: 

651- 700. 

 

Swanstrom J, Chen K, Castillo K, 

Barraclough TG, Fontaneto D. 2011. Testing 

for evidence of inefficient selection in 

bdelloid rotifers: do sample size and 

heterogeneity matter? Hydrobiologia, 662: 19-

25. 

 

Thangaraj HS, Evans MRW, Wansbrough-

Jones MH. 1999. Mycobacterium ulcerans: 

Buruli ulcer. Transactions of the Royal 

Society of Tropical Medicine and Hygiene 93: 

337-340. 

 

Vences M. 2000. Phylogenetic studies of 

ranoid frogs (Amphibia:Anura), with a 

discussion of the origin and evolution of the 

vertebrate clades of Madagascar. Ph.D. 

Thesis, Universitaet Bonn, Bonn Germany. 

 

Walsh D, Portaels F, Meyers W. 2008. Buruli 

ulcer (Mycobacterium ulcerans infection). 

Transactions of the Royal Society of Tropical 

Medicine and Hygiene 102: 969-978. 

 

Wansbrough-Jones M, Phillips R. 2006. 

Buruli ulcer: emerging from obscurity. Lancet 

367: 1849-1858. 

Downloaded From: https://bioone.org/journals/Journal-of-Insect-Science on 02 May 2024
Terms of Use: https://bioone.org/terms-of-use


