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Selective whole genome amplification for mitogenome analysis of disease vectors
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The purpose of this study was to develop a method to sequence complete
mitochondrial genomes (mitogenomes) of ticks by using a selective whole genome amplification (SWGA)
method. The tick mitogenome-specific primers were selected based on the alignment of tick mitogenome

sequences available 1n the public database. The tick DNA was incubated with specific primers and
phi29 DNA polymerase and the resulting products were sequenced on a MiSeq platform. The results
indicated that SWGA could increase the relative abundance of mitochondrial DNA by more than 10,000
holds in comparison to chromosomal DNA. The developed method enables us to sequence complete tick
mitogenomes in an easy and low-cost way. We proved that the method is applicable to many tick
species, of which mitogenome sequences have not yet been reported.
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