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AATA TGTEACGGCATCGTAMRGCAAAAAGATATATTTTATTTAAACTGTATAGT T -=-=-=-=-=-=-=--- ACTTAATGCGTATGAAGAACCTTTACCACGCGATTAATCAGAACATTTCA
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TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T--------- - ATTTAATGCGTATGAAGAACCTTTACCACGCGATTAATCAGAACATTTCA
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TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T--------- - ATTTAATGCGTATGAAGAACCTTTACCACGCGATTAATCAGAACATTTCA AA - AAAA
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TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T--------- - ATTTAATGCGTATGAAGAACCTTTACCACGCGATTAATCAGAACATTTCA GA —IAIA
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TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T--------- - ATTTAATGCGTATGAAGAACCTTTACCACGCGATTAATCAGAACATTTCA
TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T--------- - ATTTAATGCGTATGAAGAACCTTTACCACGCGATTAATCAGAACATTTCA
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] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa

divergence to consensus (%)

size: 6343bp; fragments: 354; full length: 8 (>=5708.7bp)
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divergence to consensus (%)

size: 6644bp; fragments: 353; full length: 4 (>=5979.6bp)
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TE: Itr_1 family 406

size: 361bp; fragments: 143; full length: 126 (>=324.9bp)
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After TEtrimmer ORF and PFAM domain plot
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