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Analyses of endosymbionts in chigger mites: Toward the eradication of
tsutsugamushi disease
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We improved the method of DNA extraction and DNA barcoding of chigger mites,
which enabled the efficient amplification of mitochondrial DNA sequences necessary for species
identification. We sequenced the full sequence of Coxl for three major chigger mites in Japan.
Moreover, together with the previously reported Coxl sequences of chigger mites, we performed
molecular phylogenetic analyses, which revealed that a cetain species can be separated into several
subtypes. Our study have made it possible to perform individual-based comparison of mitochondrial

haplotype variations and endosymbiont variations in chigger mites.
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Genetic variation of Leptotrombidium (Acari: Trombiculidae) mites carrying Orientia 2023
tsutsugamushi, the bacterial pathogen causing scrub typhus.
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