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Abstract: Both Strongyloides stercoralis and hookworms are common soil-transmitted helminths in
remote Australian communities. In addition to infecting humans, S. stercoralis and some species
of hookworms infect canids and therefore present both environmental and zoonotic sources of
transmission to humans. Currently, there is limited information available on the prevalence of
hookworms and S. stercoralis infections in dogs living in communities across the Northern Territory
in Australia. In this study, 274 dog faecal samples and 11 faecal samples of unknown origin were
collected from the environment and directly from animals across 27 remote communities in Northern
and Central Australia. Samples were examined using real-time polymerase chain reaction (PCR)
analysis for the presence of S. stercoralis and four hookworm species: Ancylostoma caninum, Ancylostoma
ceylanicum, Ancylostoma braziliense and Uncinaria stenocephala. The prevalence of S. stercoralis in dogs
was found to be 21.9% (60/274). A. caninum was the only hookworm detected in the dog samples, with
a prevalence of 31.4% (86/274). This study provides an insight into the prevalence of S. stercoralis and
hookworms in dogs and informs future intervention and prevention strategies aimed at controlling
these parasites in both dogs and humans. A “One Health” approach is crucial for the prevention of
these diseases in Australia.
Keywords: Strongyloides stercoralis; soil-transmitted helminths; hookworms; zoonotic parasites;
Australian remote communities; One Health

1. Introduction
Soil-transmitted helminths (STHs) are estimated to infect up to 2 billion people worldwide, with a
high prevalence recorded in Southeast Asia [1–3]. Australia as a whole has a relatively low prevalence
of STHs due to widespread access to adequate hygiene, sanitation and clean water [4]. Strongyloides
stercoralis, distributed throughout the tropics, is estimated to infect up to 370 million people worldwide,
predominantly in socioeconomically disadvantaged communities [5,6]. Strongyloidiasis is a major
health concern in remote Australian communities with up to 60% of indigenous populations found to
be seropositive for the disease [4,7,8]. Strongyloides stercoralis can infect humans chronically and, in
the case of immunocompromised patients, can develop into severe hyperinfective or disseminated
strongyloidiasis, which has a mortality rate of up to 90% [9].
Genetic studies worldwide and in Australia have shown that there are at least two genetically
different strains of S. stercoralis—one that is zoonotic, infecting both humans and dogs, and one that
only infects dogs [10–12]. There is sufficient evidence to suggest that dogs can act as potential reservoirs
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for human strongyloidiasis and that controlling the parasite in dogs may play a role in preventing the
disease in humans.
Hookworms infect up to half a billion people worldwide [13]. The most prevalent hookworms
in humans in Southeast Asia and the Pacific are Necator americanus, Ancylostoma ceylanicum,
and Ancylostoma duodenale [14,15]. Hookworms in humans can contribute to iron deficiency anaemia
and can have an impact on maternal and child health [16]. Hookworm infection in humans was
considered a widespread public health problem in parts of Australia until intervention campaigns
successfully eradicated it from the mainstream population [17–21]. Only a single autochthonous case
of A. ceylanicum in humans was reported in Western Australia and an imported case was reported
in an Australian soldier returning from the Solomon Islands [22,23]. More recent studies found that
hookworms, specifically A. duodenale [24], remain sporadically reported in remote communities in far
north Queensland, northern parts of New South Wales, Western Australia and the Northern Territory
(NT). In the Northern Territory, hookworm prevalence in humans is reported to be significantly lower
than that of S. stercoralis [18,21,22,25]. Overall, a reduction has been seen in both S. stercoralis and
hookworm infections in humans in the remote communities in the NT, and this has been attributed
to deworming programs [20]. However, neither strongyloidiasis nor hookworm infection has been
eradicated completely from remote communities, despite various intervention programs.
In Australia, as in other countries of the Asia-Pacific region, dogs are considered a potential
zoonotic reservoir for STH infections, including strongyloidiasis and hookworms. Within indigenous
Australian communities, the risk of transmission may be increased by the fact that dogs tend to live in
close contact with humans [26].
In Australia, the most common hookworms in dogs are Ancylostoma caninum, A. ceylanicum,
Ancylostoma braziliense and Uncinaria stenocephala [15]. These hookworm species are zoonotic and all
are capable of causing cutaneous larva migrans in humans [27]. A. ceylanicum and A. caninum are of
particular interest, as A. ceylanicum larvae can develop into the adult stage in humans, and A. ceylanicum
is now recognised as the second most common species of hookworm infecting humans in the
Asia-Pacific [28–30]. A. caninum infection in humans is non-patent and is strongly associated with
eosinophilic enteritis [31,32]. Recent data show a high prevalence of both A. caninum and A. ceylanicum in
dogs, dingoes and soil in remote communities in Western Australia and North-East Queensland. [33,34].
Both A. ceylanicum and A. caninum are considered neglected zoonotic parasites and accurate data on
their prevalence in dogs and humans residing in the Indigenous communities of northern Australia
are largely lacking [15,24,28,32,35].
In this study, we aimed to map the distribution of zoonotic S. stercoralis and hookworm species
in dogs in remote communities in northern Australia. To the best of our knowledge, this is the first
large-scale molecular study of dogs in these remote communities for the presence of S. stercoralis
and hookworms.
2. Results
2.1. Dog DNA Origin
We tested 285 fresh faecal samples, presumed to be from dogs, which had been collected from
communities across the Northern Territory, Central Australia, northern areas of Western Australia and
the north-west of South Australia. These samples were screened for Canis lupus familiaris and Canis
lupus dingo DNA. We confirmed that 274 out of 285 DNA samples extracted from the faeces were of
dog origin (Canis lupus familiaris or Canis lupus dingo) through the use of polymerase chain reaction
(PCR)-based amplification of the partial mitochondrial DNA (mtDNA).
2.2. Prevalence of Strongyloides stercoralis and Hookworms
The prevalence of Strongyloides species (spp.) among the 285 environmental faecal samples was
21.1% (60/285) as determined by PCR-based amplification of the partial 18 Svedberg unit ribosomal
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RNA (18S rRNA). The prevalence of S. stercoralis among the 274 dog faecal samples was 21.9% (60/274)
(Figure 1).
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Figure 2. Opportunistic mapping of S. stercoralis in dogs in remote communities.

Figure 2. Opportunistic mapping of S. stercoralis in dogs in remote communities.
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Figure 3. Opportunistic mapping of A. cacinum in dogs in remote communities.
Figure 3. Opportunistic mapping of A. cacinum in dogs in remote communities.

2.3. Association of Hookworms with Strongyloidiasis
2.3. Association of Hookworms with Strongyloidiasis
Chi-squared analysis did not identify a statistically significant association between S. stercoralis
and A. caninum (x2 (1) = 0.003, p = 0.958, n = 274). Of the 274 dog faecal samples, 6.9% (19/274) tested
positive for both S. stercoralis and A. caninum and 53.6% tested negative for both parasites (Figure 1).
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None of the non-dog faecal samples were infected with S. stercoralis or A. caninum.
3. Discussion
In this study, we used the quantitative polymerase chain reaction (qPCR) technique to detect
potentially zoonotic S. stercoralis and zoonotic hookworms in dog faecal samples collected from remote
communities in Northern and Central Australia. The prevalence of S. stercoralis and A. caninum in dogs
was found to be high. All samples were negative for A. ceylanicum, A. braziliense and U. stenocephala,
which supports previous studies demonstrating that A. caninum is the most common hookworm in
dogs living in remote communities in Australia [15,33,34].
Ancylostoma caninum is known to cause eosinophilic enteritis in humans. Although infection
is asymptomatic in most cases, symptoms can include strong abdominal pain with or without
peripheral eosinophilia, nausea, diarrhoea, anorexia and allergic reactions [34]. In cases in which the
infection is patent, the impact of a hookworm infection on nutritional status and immunocompetence
may be associated with other health problems, including increased susceptibility to other helminth
infections [36].
Although A. ceylanicum is the predominant hookworm affecting dogs and cats in Asia, it was
reported only recently in dogs in Australia [28]. However, its presence in a cat from far north
Queensland was retrospectively dated back to 1994 [37]. Ancylostoma ceylanicum was detected for the
first time in Australia in 6.5% of dogs from rural and urban areas in Broome, Brisbane, the Sunshine
Coast, Melbourne and Alice Springs [15]. More recently, A. caninum and A. ceylanicum infections were
reported for the first time at a prevalence of 98.4% (62/63) and 1.6% (1/64), respectively, in domestic
dogs in far north Queensland [24]. The same study discovered prevalence of A. ceylanicum ranging
from 25% to 100% in the soil in different communities in far north Queensland [24]. A study of dingoes
and dogs in Northeast Queensland reported 100% (35/35) and 11% (4/35) prevalence of A. caninum
and A. ceylanicum, respectively, in dingoes, and a 92% (78/85) prevalence of A. caninum in dogs, based
on both necropsy and faecal examination [34]. A more recent study found 66% (93/141) of camp
dogs in remote communities in Western Australia to be infected with A. caninum, based on molecular
examination [33]. The absence of A. ceylanicum in this study was likely due to the climatic conditions,
such as dry weather, of the study area at the time of sampling. To date, there has been no evidence
that A. ceylanicum possesses the biological advantage of undergoing arrested development, a process
in which larvae undergo a period of hypobiosis in host tissue and then resume development in the
intestinal tract when climatic conditions favour transmission [38].
The absence of U. stenocephala in the samples is supported by its association with lower
temperatures [39]. U. stenocephala is predominately found in the southern regions of Australia,
because the optimum temperature conditions for U. stenocephala larvae development up to the infective
stage is between 7.5 and 27 ◦ C and the ideal temperature for the free-living stages is 20 ◦ C [40]. Likewise,
previous studies exclusively detected A. braziliense in dogs located in North Queensland [15,41].
Molecular detection methods have been shown to be highly effective in the detection of S. stercoralis
and hookworms in faecal samples [42–46]. However, the sensitivity of the PCR technique for the
detection of S. stercoralis is lower when there is a low number of larvae in the faeces [47]. Although the
S. stercoralis primers and probe used in this study have been described as S. stercoralis-specific [43,47],
they can also amplify S. ratti, as previously demonstrated [47], meaning that for environmental samples
we can only assume that positive samples contain Strongyloides spp. As for the dogs, we know from
the previous genotyping study on dogs living in remote communities in Australia that dogs have been
found to be infected with S. stercoralis strains [12]. However, due to the possibility that dogs engaged
in hunting and coprophagia, we cannot rule out the possibility of mechanical ingestion of other species
of Strongyloides, including human-sourced species.
Increased humidity and temperature are typically associated with the presence of Ancylostoma spp.
and S. stercoralis. Tropical climates have been shown to be associated with multiple parasite infections
in humans [36,48]. Hookworm infection intensity has also been associated with multiparasitism
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because co-infection with hookworms weakens the immune system of the host. The intensity of
a strongyloidiasis infection is in turn highly dependent on the immune status of the host [36,48].
This illustrates the importance of detecting and differentiating parasite infections. Moreover, the
indiscriminate use of anthelmintic drugs may cause the development of anthelmintic resistance [49].
A study conducted in Brazil showed a strong association between hookworm and other helminth
infections (but not S. stercoralis infections) in humans [36]. In the present study, we did not find any
significant association between Strongyloides spp. and A. caninum in dogs. Non-infected dogs might be
a result of dog health programs targeted at desexing and deworming dogs in remote communities,
which are administered by the Animal Management in Rural and Remote Indigenous Communities
(AMRRIC) organisation.
Infections of both S. stercoralis and hookworm occur through exposure to soil contaminated with
free-living infective stages of a parasite [1]. In the studied locations, dogs live in close proximity to
their owners. Climate, sanitation, hygiene, environmental contamination with human or dog faeces
and lack of knowledge of STH diseases are the main factors influencing the persistence of the disease,
and can also influence its transmission [5,32,50]. Our findings demonstrate the importance of the “One
Health” initiative, an approach which considers veterinary and public health interventions together.
The One Health approach should be central to the development of methods of eliminating S. stercoralis
and hookworms. To maintain the health of both dogs and humans, veterinarians and pet owners are
encouraged to coordinate their efforts and to work in partnership [51].
The findings of this study need to be interpreted in light of its limitations. The faeces samples
were collected from the ground, rather than directly from the rectums of dogs. Therefore, some
of the samples that were collected were found not to be from dogs. Samples collected from the
environment might have been contaminated with DNA from extraneous environmental organisms,
which could have caused further inhibition of the DNA of the target organisms (Strongyloides spp. and
hookworms) [52,53]. Researchers could also have accidentally collected faeces that were old enough
for parasites’ DNA to have degraded. Both these limitations could have resulted in false negatives.
Furthermore, the possibility that the dogs had engaged in hunting and coprophagia could lead to false
positives. The opportunistic sampling method did not allow us to consider risk factors associated with
parasite prevalence, such as seasonal variation, climate conditions or the use of anthelmintic drugs.
Furthermore, there was significant variation in the number of samples from each geographical area.
The aim of this study was to map the prevalence of S. stercoralis and hookworm infection in dogs
in remote communities in Australia based on the molecular screening of dog faeces. The objective
was to develop and optimise detection methods that can be applied in similar environmental settings
without laboratory facilities and in a respectful and non-intrusive manner. We detected high levels of
S. stercoralis and A. caninum in dog faecal samples collected from remote communities. Future research
is needed to examine parasite prevalence in both dogs and humans from the same communities to
determine whether there is an association between them, and thus to assess the zoonotic potential of
dogs to transmit the diseases. Given the zoonotic nature of these parasitic species, the findings of this
study can be used to develop control measures to maintain dog and human health.
4. Materials and Methods
4.1. Ethical Considerations
The project was registered with the Flinders University Animal Welfare Committee, part of
the Research Development and Support division. The research was approved by the Social and
Behavioural Research Ethics Committee (SBREC) (No. 6852, dated 1 June, 2015). For dog faeces
collected from residential or private land, consent was obtained from the owners of the dogs or from
the local managers of the communities.
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4.2. Study Area and Population
Two hundred and eighty-five faecal samples presumed to be from dogs were collected from remote
communities across the Northern Territory, Central Australia, Western Australia, and the northwest of
South Australia during 2016 and 2019. The samples were collected from 27 locations in total, including
23 communities in the Northern Territory, two communities in the northern parts of Western Australia,
one community in the northwest of South Australia and in the vicinity of Alice Springs.
4.3. Specimen Collection and DNA Extraction
Faeces were collected either by the Flinders University researchers, Northern Territory
Department of Health environmental health officers (EHOs) or veterinarians primarily from the
AMRRIC organisation.
In the cases where samples were collected by EHOs or representatives of AMRRIC, they would
do so during their routine inspections or dog treatments. A sampling package containing the project’s
information sheet, risk assessment and consent forms, sampling instructions and sampling equipment
was provided to them in advance.
Permission from the community elders, Traditional Owners or community managers was obtained
prior to collecting samples from private or residential land. Approximately 2–3 g of faeces were collected
and preserved immediately in 6 mL DESS (dimethyl sulfoxide, disodium EDTA, and saturated NaCl)
and kept at room temperature [54]. The samples were shipped to the Environmental Health laboratory,
Flinders University, within 30 days after collection for further sample processing. The genomic DNA
was extracted using the PowerSoil DNA Isolation Kit (QIAGEN, Hilden, Germany) as described
previously [12,47].
4.4. Real-Time PCR Assays
The real-time PCR assay was adopted from Verweij et al. [43] using S. stercoralis-specific primers
(Stro18S-1530F and Stro18S-1630R) and a probe (Stro18S-1586T) targeting the 101 base pair (bp) region
of the 18S rRNA, and conducted as described previously [12]. All qPCR reactions were performed
in triplicate on the two-channel Corbett Rotor-Gene 6000 machine (QIAGEN, Hilden, Germany).
The primers, probes and qPCR conditions are shown in Table 1. It should be noted that although this
primer/probe set is considered specific for S. stercoralis, it can also amplify other species of Strongyloides,
including Strongyloides ratti.
Positive, non-template and negative control samples were included in each qPCR run. The cycle
quantification (Cq) value for S. stercoralis was 0.02 to 0.03. A sample was considered positive when the
cycle threshold (Ct) value was lower than the mean negative Ct value minus 2.6 standard deviations of
a mean negative control Ct value [54]. Positive samples were amplified in every qPCR reaction.
Multiplex qPCR assays for detection of A. ceylanicum, A. caninum, A. braziliense and U. stenocephala
using primers and probes targeting the internal transcribed spacer 1 (ITS1) gene were adopted and
performed as described by Massetti et al. [46].
Synthetic block gene fragments (IDT Technologies, Skokie, Illinois, USA) of ITS1 genes targeted
by the PCR primers and probes for A. ceylanicum, A. caninum, A. braziliense and U. stenocephala were
used as positive controls in the PCR runs (Table 2). Nuclease-free water was used as the non-template
or negative control. Synthetic block gene fragments (IDT Technologies, Skokie, Illinois, USA) of
a herpes virus (Equine herpesvirus type 4, accession number KT324745.1) was used as an internal
control. Primers and a probe to amplify a region of the dog mtDNA (Canis lupus familiaris or Canis lupus
dingo, accession numbers MH 105047.1 and MH035676.1) were used as DNA extraction controls in all
runs. Primers, probes and qPCR conditions are shown in Table 1. The GenBank Accession numbers
and sequences of the synthetic block gene fragments used as controls in this study are presented in
Table 2. All hookworm qPCR reactions were performed in duplicate on the multiplex channel Corbett
Rotor-Gene 6000 machine (QIAGEN, Hilden, Germany).
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Table 1. Primers and probes and PCR conditions.
Primer/Probe
Stro18S-1530F
Stro18S-1630R
Stro18S-1586T FAM

Amplicon

Sequence
50 -GAATTCCAAGTAAACGTAAGTCATTAGC-30

rDNA 101 bp

50 -TGCCTCTGGATATTGCTCAGTTC-30
50 -FAM-ACACACCGGCCGTCGCTGC-30 -BHQ1

Reaction Conditions
◦C

Step 1: 95
for 15 min, Step 2: 95 ◦ C for 15 s,
◦
Step 3: 60 C for 30 s. Repeat steps two and
three 40 times.

ITS1 region

50 - GGGAAGGTTGGGAGTATCG-30
50 - CGAACTTCGCACAGCAATC-30
0
5 - Cy5/CCGTTC+CTGGGTGGC/3IABkRQSp/-30
0
5 -HEX/ AG+T+CGT+T+A+C+TGG/3IABkRFQ/-30

Step 1: 95 ◦ C for 2 min, Step 2: 95 ◦ C for 15 s,
Step 3: 60◦ C for 60 s. Repeat steps two and
three 40 times.

Uncbraz F
Uncbraz R
Unc Probe
Abra probe

ITS1 region

50 - GAG CTT TAG ACT TGA TGA GCA TTG-30
50 - GCA GAT CAT TAA GGT TTC CTG AC-30
5’-/5HEX/CAT TAG GCG /ZEN/GCA ACG TCT GGT
G/3IABkFQ/-30
5’-/56FAM/TGA GCG CTA /ZEN/GGC TAA CGC
CT/3IABkFQ/-3’

Step 1: 95 ◦ C for 2 min, Step 2: 95 ◦ C for 15 s,
Step 3: 64 ◦ C for 60 s. Repeat steps two and
three 40 times.

EMV F
ENV R
ENV probe

Equine
herpesvirus
type 4

50 -GATGACACTAGCG-ACTTCGA-30
50 -CAGGGCAGAAACC-ATAGACA-30
0
5 -TEX-TTTCGCGTGC-CTCCTCCAG-IBRQ-30

Step 1: 95 ◦ C for 2 min, Step 2: 95 ◦ C for 15 s,
Step 3: 60 ◦ C for 60 s. Repeat steps two and
three 40 times.

Dog F
Dog R
Dog probe

mtDNA

50 -CGACCTCGATGTTGGATCAG-30
50 -GAACTCAGATCACGTAGGACTTT-30
50 -FAM/ CCTAATGGT/ ZEN/ GCAGCAGCTATTAA/ LABKFQ-30

Step 1: 95 ◦ C for 2 min, Step 2: 95 ◦ C for 15 s,
Step 3: 60 ◦ C for 60 s. Repeat steps two and
three 40 times.

A. cancey F
A. cancey R
Ahumanceylanicum probe
Acantub probe
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Table 2. Synthetic block gene fragments used for positive controls.
Species

GenBank
Accession Number

Sequence

Ancylostoma ceylanicum

DQ780009.1

CGTGCTAGTCTTCAGGACTTTGTCGGGAAGGTTGGGAGTATCGCCCCCCGTTACAGCCCTACGTGAGGT
GTCTATGTGCAGCAAGAGCCGTTCCTGGGTGGCGGCAGTGATTGCTGTGCGAAGTTCGCGTTTCGCTG
AGCTTTAGACTTGAG

Ancylostoma
duodenale/Ancylostoma caninum

EU344797.1

CGTGCTAGTCTTCACGACTTTGTCGGGAAGGTTGGGAGTATCGCCCCCCGTTATAGCCCTACGTAAGGT
GTCTATGTGCAGCAAGAGTCGTTACTGGGTGACGGCAGTGATTGCTGTGCGAAGTTCGCGTTTCGCTG
AGCTTTAGACTTGAT

Ancylostoma braziliense

JQ812692.1

TGTACGAAGCTCGCGGTTTCGTCAGAGCTTTAGACTTGATGAGCATTGCTAGAATGCCGCCTTACCTGC
TTGTGTTGGTGGTTGAGCGCTAGGCTAACGCCTGGTGCGGCACCTGTCTGTCAGGAAACCTTAATGAT
CTGCTAACGCGGACGCCAGCACAGCAAT

Uncinaria stenocephala

HQ262054.1

GCTGTGCGAAGTTCGCGTTTCGCTGAGCTTTAGACTTGATGAGCATTGCTGGAATGCCGCCTTACTGT
TTGTGTTGGTGGTTGGGCATTAGGCGGCAACGTCTGGTGCGACACCTGTTTGTCAGGAAACCTTAAT
GATCTGCTCACGTGGACGCCAATACAGCACT

KT324745.1

ATGAAAGCTCTATACCCAATAACAACCAGGAGCCTTAAAAACAAAGCCAAAGCCTCATACGGCCAAAA
CGACGATGATGACACTAGCGACTTCGATGAAGCCAAGCTGGAGGAGGCACGCGAAATGATCAAATAT
ATGTCTATGGTTTCTGCCCTGGAAAAACAGGAAAAAAAGGCAATGAAGAAAAACAAGGGGGTTGGA
CTTATTGCC

Equid herpesvirus
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The Cq value for A. ceylanicum and A. caninum was 0.05 and a Ct value of 32 was established.
The Cq values for A. braziliense and U. stenocephala were 0.08 and 0.1, respectively, and the Ct value was
set to 32.
Synthetic block gene fragments of hookworms were also spiked with negative dog DNA and
analysed with qPCR to check for any inhibitors that might be contained in dog DNA. All spiked
hookworm synthetic block gene fragments were amplified by means of qPCR.
4.5. Statistical Analysis
A chi-square independence test was performed to determine whether there was an association
between hookworms and S. stercoralis infection. Data were analysed using Statistical Package for Social
Sciences (SPSS) software (SPSS for Windows, Version 23, IBM) and Excel 2016 (Microsoft).
Author Contributions: Conceptualisation, M.B., H.W. and K.R.; methodology, M.B., H.W., R.T.; validation,
M.B. and R.T.; formal analysis, M.B.; investigation, M.B.; resources, H.W., R.T. and K.R.; data curation, M.B.;
writing—original draft preparation, M.B.; writing—review and editing, M.B., H.W., R.T. and K.R.; supervision,
H.W., R.T. and K.R.; project administration, M.B., H.W. and K.R.; funding acquisition, H.W. and K.R.; All authors
have read and agreed to the published version of the manuscript.
Funding: No funding was received to publish this work.
Acknowledgments: The authors would like to thank Jan Allen and Madeleine Kelso from the Animal Management
in Rural and Remote Indigenous Communities; Ted Donelan from the West Arnhem Regional Council; Fiona
Smith, Aaron Clifford, Kiri Gould, Russel Spargo and Ryan McLean from the Environmental Health Branch
at the Department of Health, NT for helping us collecting dog faeces. We wish to thank Rogan Lee, Matthew
Watts, John Clancy and Vishal Ahuja at the Westmead Hospital, NSW for sending us S. ratti infected rat faeces.
The authors would also like to thank Patsy Zanjedes from the Melbourne Veterinary School, University of
Melbourne for her assistance in the lab. The work has been supported by the Australian Government Research
Training Program Scholarship.
Conflicts of Interest: The authors declare no conflict of interest.

References
1.
2.
3.

4.
5.

6.
7.
8.
9.

10.

Bethony, J.; Brooker, S.; Albonico, M.; Geiger, S.M.; Loukas, A.; Diemert, D.; Hotez, P.J. Soil-transmitted
helminth infections: Ascariasis, trichuriasis, and hookworm. Lancet 2006, 367, 1521–1532. [CrossRef]
Pullan, R.L.; Smith, J.L.; Jasrasaria, R.; Brooker, S.J. Global numbers of infection and disease burden of soil
transmitted helminth infections in 2010. Parasites Vectors 2014, 7, 37. [CrossRef]
Jex, A.R.; Lim, Y.A.; Bethony, J.M.; Hotez, P.J.; Young, N.D.; Gasser, R.B. Soil-transmitted helminths of
humans in Southeast Asia—Towards integrated control. In Advances in Parasitology; Elsevier: Amsterdam,
The Netherlands, 2011; Volume 74, pp. 231–265.
Gordon, C.A.; Kurscheid, J.; Jones, M.K.; Gray, D.J.; McManus, D.P. Soil-transmitted helminths in Tropical
Australia and Asia. Trop. Med. Infect. Dis. 2017, 2, 56. [CrossRef]
Olsen, A.; van Lieshout, L.; Marti, H.; Polderman, T.; Polman, K.; Steinmann, P.; Stothard, R.; Thybo, S.;
Verweij, J.J.; Magnussen, P. Strongyloidiasis–the most neglected of the neglected tropical diseases? Trans. R.
Soc. Trop. Med. Hyg. 2009, 103, 967–972. [CrossRef]
Beknazarova, M.; Whiley, H.; Ross, K. Strongyloidiasis: A disease of socioeconomic disadvantage. Int. J.
Environ. Res. Public Health 2016, 13, 517. [CrossRef]
Adams, M.; Page, W.; Speare, R. Strongyloidiasis: An issue in Aboriginal communities. Rural Remote Health
2003, 3, 152.
Johnston, F.H.; Morris, P.S.; Speare, R.; McCarthy, J.; Currie, B.; Ewald, D.; Page, W.; Dempsey, K. Strongyloidiasis:
A review of the evidence for Australian practitioners. Aust. J. Rural Health 2005, 13, 247–254. [CrossRef]
Geri, G.; Rabbat, A.; Mayaux, J.; Zafrani, L.; Chalumeau-Lemoine, L.; Guidet, B.; Azoulay, E.; Pène, F.
Strongyloides stercoralis hyperinfection syndrome: A case series and a review of the literature. Infection
2015, 43, 691–698. [CrossRef]
Jaleta, T.G.; Zhou, S.; Bemm, F.M.; Schär, F.; Khieu, V.; Muth, S.; Odermatt, P.; Lok, J.B.; Streit, A. Different but
overlapping populations of Strongyloides stercoralis in dogs and humans—Dogs as a possible source for
zoonotic strongyloidiasis. PLoS Negl. Trop. Dis. 2017, 11, e0005752. [CrossRef]

Pathogens 2020, 9, 398

11.

12.

13.

14.
15.

16.
17.
18.
19.
20.

21.
22.

23.
24.

25.

26.
27.
28.
29.
30.

31.

12 of 14

Nagayasu, E.; Htwe, M.P.P.T.H.; Hortiwakul, T.; Hino, A.; Tanaka, T.; Higashiarakawa, M.; Olia, A.;
Taniguchi, T.; Win, S.M.T.; Ohashi, I. A possible origin population of pathogenic intestinal nematodes,
Strongyloides stercoralis, unveiled by molecular phylogeny. Sci. Rep. 2017, 7, 4844. [CrossRef]
Beknazarova, M.; Barratt, J.L.; Bradbury, R.S.; Lane, M.; Whiley, H.; Ross, K. Detection of classic and cryptic
Strongyloides genotypesby deep amplicon sequencing: A preliminary survey of dog and human specimens
collected from remote Australian communities. PLoS Negl. Trop. Dis. 2019, 13, e0007241. [CrossRef]
Forouzanfar, M.H.; Afshin, A.; Alexander, L.T.; Anderson, H.R.; Bhutta, Z.A.; Biryukov, S.; Brauer, M.;
Burnett, R.; Cercy, K.; Charlson, F.J. Global, regional, and national comparative risk assessment of 79
behavioural, environmental and occupational, and metabolic risks or clusters of risks, 1990–2015: A systematic
analysis for the global burden of disease study 2015. Lancet 2016, 388, 1659–1724. [CrossRef]
Holt, D.C.; McCarthy, J.S.; Carapetis, J.R. Parasitic diseases of remote Indigenous communities in Australia.
Int. J. Parasitol. 2010, 40, 1119–1126. [CrossRef]
Palmer, C.S.; Traub, R.J.; Robertson, I.D.; Hobbs, R.P.; Elliot, A.; While, L.; Rees, R.; Thompson, R.A.
The veterinary and public health significance of hookworm in dogs and cats in Australia and the status of A.
ceylanicum. Vet. Parasitol. 2007, 145, 304–313. [CrossRef]
Hotez, P.; Whitham, M. Helminth infections: A new global women’s health agenda. Obstet. Gynecol. 2014,
123, 155–160. [CrossRef]
Bearup, A. The intensity and type of hookworm infestation in the ingham district of North Queensland.
Med. J. Aust. 1931, 2, 65–74. [CrossRef]
Bradbury, R.; Traub, R.J. Hookworm infection in oceania. In Neglected Tropical Diseases-Oceania; Springer:
Berlin/Heidelberg, Germany, 2016; pp. 33–68.
Prociv, P.; Luke, R.A. The changing epidemiology of human hookworm infection in Australia. Med. J. Aust.
1995, 162, 150–154. [CrossRef]
Holt, D.C.; Shield, J.; Harris, T.M.; Mounsey, K.E.; Aland, K.; McCarthy, J.S.; Currie, B.J.; Kearns, T.M.
Soil-Transmitted Helminths in Children in a Remote Aboriginal Community in the Northern Territory:
Hookworm is Rare but Strongyloides stercoralis and Trichuris trichiura Persist. Trop. Med. Infect. Dis. 2017,
2, 51. [CrossRef]
Davies, J.; Majumdar, S.S.; Forbes, R.; Smith, P.; Currie, B.J.; Baird, R.W. Hookworm in the Northern Territory:
Down but not out. Med. J. Aust. 2013, 198, 278–281. [CrossRef]
Koehler, A.V.; Bradbury, R.S.; Stevens, M.A.; Haydon, S.R.; Jex, A.R.; Gasser, R.B. Genetic characterization of
selected parasites from people with histories of gastrointestinal disorders using a mutation scanning-coupled
approach. Electrophoresis 2013, 34, 1720–1728. [CrossRef]
Speare, R.; Bradbury, R.S.; Croese, J. A case of Ancylostoma ceylanicum infection occurring in an Australian
soldier returned from Solomon Islands. Korean J. Parasitol. 2016, 54, 533. [CrossRef] [PubMed]
Smout, F.A.; Skerratt, L.F.; Butler, J.R.; Johnson, C.N.; Congdon, B.C.; Thompson, R.A. The hookworm
Ancylostoma ceylanicum: An emerging public health risk in Australian tropical rainforests and Indigenous
communities. One Health 2017, 3, 66–69. [CrossRef] [PubMed]
Hopkins, R.M.; Hobbs, R.P.; Thompson, R.A.; Gracey, M.S.; Spargo, R.M.; Yates, M. The prevalence of
hookworm infection, iron deficiency and anaemia in an Aboriginal community in north-west Australia.
Med. J. Aust. 1997, 166, 241–244. [CrossRef]
Constable, S.; Dixon, R.; Dixon, R. For the love of dog: The human–dog bond in rural and remote Australian
indigenous communities. Anthrozoös 2010, 23, 337–349. [CrossRef]
Traub, R.J.; Robertson, I.D.; Irwin, P.; Mencke, N.; Thompson, R.A. Application of a species-specific PCR-RFLP
to identify Ancylostoma eggs directly from canine faeces. Vet. Parasitol. 2004, 123, 245–255. [CrossRef]
Traub, R.J. Ancylostoma ceylanicum, a re-emerging but neglected parasitic zoonosis. Int. J. Parasitol. 2013,
43, 1009–1015. [CrossRef]
Bradbury, R.S.; Hii, S.F.; Harrington, H.; Speare, R.; Traub, R. Ancylostoma ceylanicum hookworm in the
Solomon Islands. Emerg. Infect. Dis. 2017, 23, 252. [CrossRef]
Inpankaew, T.; Schär, F.; Dalsgaard, A.; Khieu, V.; Chimnoi, W.; Chhoun, C.; Sok, D.; Marti, H.; Muth, S.;
Odermatt, P. High prevalence of Ancylostoma ceylanicum hookworm infections in humans, Cambodia, 2012.
Emerg. Infect. Dis. 2014, 20, 976. [CrossRef]
Prociv, P.; Croese, J. Human eosinophilic enteritis caused by dog hookworm Ancylostoma caninum. Lancet
1990, 335, 1299–1302. [CrossRef]

Pathogens 2020, 9, 398

32.
33.

34.

35.

36.

37.

38.
39.
40.
41.
42.

43.

44.
45.

46.

47.
48.

49.
50.

51.
52.

13 of 14

McCarthy, J.; Moore, T.A. Emerging helminth zoonoses. Int. J. Parasitol. 2000, 30, 1351–1359. [CrossRef]
Rusdi, B.; Laird, T.; Abraham, R.; Ash, A.; Robertson, I.D.; Mukerji, S.; Coombs, G.W.; Abraham, S.;
O’Dea, M.A. Carriage of critically important antimicrobial resistant bacteria and zoonotic parasites amongst
camp dogs in remote Western Australian indigenous communities. Sci. Rep. 2018, 8, 8725. [CrossRef]
Smout, F.; Skerratt, L.; Johnson, C.; Butler, J.; Congdon, B. Zoonotic helminth diseases in dogs and dingoes
utilising shared resources in an australian aboriginal community. Trop. Med. Infect. Dis. 2018, 3, 110.
[CrossRef]
Walker, N.I.; Croese, J.; Clouston, A.D.; Parry, M.; Loukas, A.; Prociv, P. Eosinophilic enteritis in northeastern
Australia. Pathology, association with Ancylostoma caninum, and implications. Am. J. Surg. Pathol. 1995, 19,
328–337. [CrossRef]
Fleming, F.M.; Brooker, S.; Geiger, S.M.; Caldas, I.R.; Correa-Oliveira, R.; Hotez, P.J.; Bethony, J.M. Synergistic
associations between hookworm and other helminth species in a rural community in Brazil. Trop. Med.
Infect. Dis. 2006, 11, 56–64. [CrossRef]
Traub, R.J.; Inpankaew, T.; Sutthikornchai, C.; Sukthana, Y.; Thompson, R.A. PCR-based coprodiagnostic
tools reveal dogs as reservoirs of zoonotic ancylostomiasis caused by Ancylostoma ceylanicum in temple
communities in Bangkok. Vet. Parasitol. 2008, 155, 67–73. [CrossRef]
Schad, G.A.; Page, M.R. Ancylostoma caninum: Adult worm removal, corticosteroid treatment, and resumed
development of arrested larvae in dogs. Exp. Parasitol. 1982, 54, 303–309. [CrossRef]
Beveridge, I. Australian hookworms (Ancylostomatoidea): A review of the species present, their distributions
and biogeographical origins. Parassitologia 2002, 44, 83–88.
Gibbs, H.; Gibbs, K. The effects of temperature on the development of the free-living stages of Dochmoides
stenocephala (Railliet, 1884)(Ancylostomidae: Nematoda). Can. J. Zool. 1959, 37, 247–257. [CrossRef]
Stewart, L. The Taxonomy of Ancylostoma Species in the Townsville Region of North Queensland. Master‘s
Thesis, James Cook University, Townsville, Australia, 1994.
Schär, F.; Odermatt, P.; Khieu, V.; Panning, M.; Duong, S.; Muth, S.; Marti, H.; Kramme, S. Evaluation of
real-time PCR for Strongyloides stercoralis and hookworm as diagnostic tool in asymptomatic schoolchildren
in Cambodia. Acta Trop. 2013, 126, 89–92. [CrossRef]
Verweij, J.J.; Canales, M.; Polman, K.; Ziem, J.; Brienen, E.A.; Polderman, A.M.; van Lieshout, L. Molecular
diagnosis of Strongyloides stercoralis in faecal samples using real-time PCR. Trans. R. Soc. Trop. Med. Hyg.
2009, 103, 342–346. [CrossRef]
Gasser, R.; Cantacessi, C.; Loukas, A. DNA technological progress toward advanced diagnostic tools to
support human hookworm control. Biotechnol. Adv. 2008, 26, 35–45. [CrossRef]
Hii, S.F.; Senevirathna, D.; Llewellyn, S.; Inpankaew, T.; Odermatt, P.; Khieu, V.; Muth, S.; McCarthy, J.;
Traub, R.J. Development and evaluation of a multiplex quantitative real-time polymerase chain reaction for
hookworm species in human stool. Am. J. Trop. Med. Hyg. 2018, 99, 1186–1193. [CrossRef]
Massetti, L.; Colella, V.; Zandejas, P.A.; Ng-Nguyen, D.; Harriott, L.; Marwedel, L.; Wiethoelter, A.; Traub, R.J.
High-throughput multiplex qPCRs for the surveillance of zoonotic species of canine hookworms. PLoS Negl.
Trop. Dis. 2020. [CrossRef]
Sultana, Y.; Jeoffreys, N.; Watts, M.R.; Gilbert, G.L.; Lee, R. Real-time polymerase chain reaction for detection
of Strongyloides stercoralis in stool. Am. J. Trop. Med. Hyg. 2013, 88, 1048–1051. [CrossRef]
Brooker, S.; Miguel, E.A.; Moulin, S.; Louba, A.I.; Bundy, D.A.; Kremer, M. Epidemiology of single and
multiple species of helminth infections among school children in Busia District, Kenya. East Afr. Med. J.
2000, 77, 77. [CrossRef]
Thompson, R.A.; Roberts, M.G. Does pet helminth prophylaxis increase the rate of selection for drug
resistance? Trends Parasitol. 2001, 17, 576–578. [CrossRef]
Traub, R.J.; Robertson, I.D.; Irwin, P.; Mencke, N.; Thompson, R.A. The prevalence, intensities and risk factors
associated with geohelminth infection in tea-growing communities of Assam, India. Trop. Med. Int. Health
2004, 9, 688–701. [CrossRef]
Willis, E.; Ross, K. Review of principles governing dog health education in remote Aboriginal communities.
Aust. Veter. J. 2019, 97, 4–9. [CrossRef]
Alaeddini, R. Forensic implications of PCR inhibition—A review. Forensic Sci. Int. Genet. 2012, 6, 297–305.
[CrossRef]

Pathogens 2020, 9, 398

53.
54.

14 of 14

Schrader, C.; Schielke, A.; Ellerbroek, L.; Johne, R. PCR inhibitors–occurrence, properties and removal. J. Appl.
Microbiol. 2012, 113, 1014–1026. [CrossRef]
Beknazarova, M.; Millsteed, S.; Robertson, G.; Whiley, H.; Ross, K. Validation of DESS as a DNA Preservation
method for the detection of strongyloides spp. in canine feces. Int. J. Environ. Res. Public Health 2017, 14, 624.
[CrossRef]
© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

