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GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGACTCCGAT myseql-RT
GGACTGCCCGACACTTATTATG myseq1-F
GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGACGCTATT myseq2-RT
ATGCCGTGAGAAGGTAGATCA myseq2-F
GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGACGATGAG myseq3-RT
GCTGTTGGTGTTATGATCTGCT myseq3-F
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9863 37 1 0.75 27.58 -102.06 22 TGAGAAGGTAGATCATAATAGC 370 39556279 myseq2
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