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We had discovered a unique LINE retrotransposon (hereinafter TE-X) that
horizontally transferred from snake to frog. In this study, we aimed to elucidate the geographic

areas_and phylogenetic origins of the horizontal transfer (HT) events and identify the vector
organisms intermediate the HT. We collected 194, 139, and 166 specimens from 29 anuran families, 17
snake families, and parasite and blood-sacking invertebrate taxa of five animal phyla, respectively.
We PCR amplified the TE-X from these specimens and analyzed them using PCR and next generation
sequencer. Finally we performed molecular phylogenetic analyses of the resultant TE-X sequences. As
the results, we revealed the following matters. The TE-X HTs have occurred many times in various
parts of the world and the transfer would be mediated by various parasites and blood sacking
animals. Remarkably, our data seem to show that the TE-X HT is continuing among many vertebrate taxa

in Madagascar.
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