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Our previous study indicated that anti peptide, Temporin-1 in Rana ornativentirs s
hows copy-number variations. In order to determine DNA sequences in the regions including temporin-1, we c
reated fosmid library and chose the clone libraries including temporin-1. Then we tried to determine these
DNA sequences using the next generation sequencer (lon PGM). The results showed that among about 40kbp D
NA region, those in 33kbp were non-coding regions. The rest of the sequences contained at least three copi
es of temporin-1, including temporin-10j and temproin-10C. This suggests that these copies of temporin mig
ht be tenderly repeated. At the present study, we could not determine complete sequences of these regions.
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