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This study aimed to elucidate the spread of the vampire-derived rabies

virus (RABV) from the viewpoint of molecular epidemiology, and proceeded to decipher the RABV genome
by a next-generation sequencer (NGS). The nucleotide sequence region that could not be sequenced by
NGS analysis was decoded by the Sanger sequencing. The insectivorous bat Tadarida brasiliensis is
widely distributed from North America to South America, but as a result of molecular phylogenetic
analysis, vampire bats were transmitted RABV from a population of T. brasiliensis distributed in
North and Central America, and then RABV was transmitted southward. It was then speculated that RABV
was widely spread to a population of vampire bats in various regions of Brazil, and that RABV was
also transmitted to the frugivorous bat (genus Artibeus) during the spread process.
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