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Genome sequences of the human body louse and its primary endosymbiont provide insights into the
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Genomic insights into the Ixodes scapularis tick vector of Lyme disease. Nature Communications, 2016,
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A mitochondrial genome phylogeny of Diﬁtera: whole genome sequence data accurately resolve
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Phylo enetic analysis of mitochondrial genome sequences indicates that the cattle tick, Rhipicephalus
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Numerous Gene Rearrangements in the Mitochondrial Genome of the Wallaby Louse, Heterodoxus
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The sin%)le mitochondrial chromosome typical of animals has evolved into 18 minichromosomes in the
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Mitochondrial genome data alone are not enough to unambiguously resolve the relationships of

Entognatha, Insecta and Crustacea sensu lato (Arthropoda). Cladistics, 2004, 20, 534-557. 3.3 122

Increased Rate of Gene Rearrangement in the Mitochondrial Genomes of Three Orders of Hemipteroid
Insects. Molecular Biology and Evolution, 2001, 18, 1828-1832.

Phylogeny of the Hard Ticks (Ixodidae) Inferred from 18S rRNA Indicates That the GenusAponommals

Paraphyletic. Molecular Phylogenetics and Evolution, 1999, 11, 288-295. 2.7 o7

Synonymy of Boophilus Curtice, 1891 with Rhipicephalus Koch, 1844 (Acari: Ixodidae). Systematic
Parasitology, 2003, 56, 169-172.

A Total-Evidence Phylogeny of Ticks Provides Insights into the Evolution of Life Cycles and

Biogeography. Molecular Phylogenetics and Evolution, 2001, 21, 244-258. 2.7 95

Molecular phylogeny of soft ticks (Ixodida: Argasidae) inferred from mitochondrial genome and

nuclear rRNA sequences. Ticks and Tick-borne Diseases, 2014, 5, 195-207.

Phylogenetic analysis of ticks (Acari: Ixodida) using mitochondrial genomes and nuclear rRNA genes
indicates that the genus Amblyomma is polyphyletic. Molecular Phylogenetics and Evolution, 2012, 64, 2.7 91
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Evolution of Extensively Fragmented Mitochondrial Genomes in the Lice of Humans. Genome Biology

and Evolution, 2012, 4, 1088-1101.

Phylogenetic analysis of the mitochondrial genomes and nuclear rRNA genes of ticks reveals a deep
phylogenetic structure within the genus Haemaphysalis and further elucidates the polyphyly of the
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Phylogenetic Analyses of the Rhipicephaline Ticks Indicate That the Genus Rhipicephalus Is Paraphyletic.

Molecular Phylogenetics and Evolution, 2000, 16, 1-7.

Sequencing a New Target Genome: The Boophilus microplus (Acari: Ixodidae) Genome Project. Journal L8 4
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Novel Mitochondrial Gene Content and Gene Arrangement Indicate lllegitimate Inter-mtDNA

Recombination in the Chigger Mite, Leptotrombidium pallidum. Journal of Molecular Evolution, 2005,
60, 764-773.

Alist of the 70 si)eues of Australian ticks; diagnostic guides to and species accounts of Ixodes
holocyclus (paralysis tick), Ixodes cornuatus (southern paralysis tick) and Rhipicephalus australis
(Australlan cattle tick); and consnderatlon of the place of Australia in the evolution of ticks Wlth
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Phylogeny and classification, origins, and evolution of host associations of lice. International
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Molecular Mechanisms for the Variation of Mitochondrial Gene Content and Gene Arran%ement
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A new subfamily, Bothriocrotoninae n. subfam., for the genus Bothriocroton Keirans, King & Sharrad,
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The Multipartite Mitochondrial Genome of Liposcelis bostrychophila: Insights into the Evolution of
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V4 region of small subunit rDNA indicates polyphyly of the Fellodistomidae (Digenea) which is
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Sequencing a New Target Genome: The <I>Boophilus microplus</l> (Acari: Ixodidae) Genome Project.
Journal of Medical Entomology, 2006, 43, 9-16.

Phylogeny, Evolution and Historical Zoogeography of Ticks: A Review of Recent Progress.
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Phylogeny of the lice (Insecta, Phthiraptera) inferred from small subunit rRNA. Zoologica Scripta,
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A randomised, assessor blind, parallel group comparative efficacy trial of three products for the
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Substantial Variation in the Extent of Mitochondrial Genome Fragmentation among Blood-Sucking

Lice of Mammals. Genome Biology and Evolution, 2013, 5, 1298-1308.

Phylogenies from mitochondrial genomes of 120 species of ticks: Insights into the evolution of the
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Fragmented mitochondrial genomes in two suborders of parasitic lice of eutherian mammals

(Anoplura and Rhynchophthirina, Insecta). Scientific Reports, 2015, 5, 17389.

Nuclear (185-28S rRNA) and mitochondrial genome markers of Carios (Carios) vespertilionis
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Relatlonshlps among the three m Aor lineages of the Acari (Arthropoda:Arachnida) inferred from
small subunit rRNA: paraphyly of the Parasitiformes with respect to the Opilioacariformes and
relative rates of nucleotide substitution. Invertebrate Systematics, 2005, 19, 383.
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The mitochondrial genome of the chimpanzee louse, Pediculus schaeffi: insights into the process of
mitochondrial genome fragmentation in the blood-sucking lice of great apes. BMC Genomics, 2015, 16,
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Two new genera of hard ticks, Robertsicus n. gen. and Archaeocroton n. gen., and the solution to the
mystery of Hoogstraala€™s and Kaufman&€™s d€ceprimitived€stick from the Carpathian Mountains. Zootaxa, 2018,5 32
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Heteroplasmy in the Mitochondrial Genomes of Human Lice and Ticks Revealed by High Throughput
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International guidelines for clinical trials with pediculicides. International Journal of Dermatology,
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The Hemiuroidea (Digenea) of pomacentrid fishes (Perciformes) from Heron Island, Queensland,
Australia. Systematic Parasitology, 1993, 24, 159-184.

Fra%mented mitochondrial genomes are present in both major clades of the blood-sucking lice
order Anoplura): evidence from two Hoplopleura rodent lice (family Hoplopleuridae). BMC 2.8 27
Genomics, 2014, 15, 751.

The Mitochondrial Genome of the Guanaco Louse, Microthoracius praelongiceps: Insights into the
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The Value of Idiosyncratic Markers and Changes to Conserved tRNA Sequences from the
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Distribution and phylogenetic analyses of an endangered tick, Amblyomma sphenodonti. New Zealand
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Variation in mitochondrial minichromosome composition between blood-sucking lice of the genus
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Chimeric mitochondrial minichromosomes of the human body louse, Pediculus humanus: Evidence for

homologous and non-homologous recombination. Gene, 2011, 473, 36-43.

International recommendations for an effective control of head louse infestations. International
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Discovery of a novel iflavirus sequence in the eastern paralysis tick Ixodes holocyclus. Archives of
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Microsatellite loci of the cattle tick Boophilus microplus (Acari: Ixodidae). Experimental and Applied
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Precise annotation of tick mitochondrial genomes reveals multiple copy number variation of short
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The Lepocreadiidae (Digenea) of pomacentrid fishes (Perciformes) from Heron Island, Queensland,
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Host switching of human lice to new world monkeys in South America. Infection, Genetics and
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Climatic requirements of the eastern paralysis tick, Ixodes holocyclus, with a consideration of its
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Four species of Lepidapedoides Yamaguti, 1970 (Digenea: Lepocreadiidae) from fishes of the southern
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Description of the female, nymph and larva and mitochondrial genome, and redescription of the male
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74 Phylogeny, evolution and historical zoogeography of ticks: a review of recent progress. , 2003, , 55-68. 2

Rediscovery of [xodes confusus in Australia with the first description of the male from Australia, a
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