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1 MSA length = 578 1

T-CAATGACTAAAGAATATAAGGACATGTAACGTCCATATACGGGCTGCAGC —————————— GTCACIATTTGCTTTCGGGTGTTATTTGTCCTTGIATTCTTTAGTCATTG
———————— CAATGACTAAAGAATATAAGGACATGTAACGCCCATATACGGGCTGCAGC-=-=-=-=-=-=--- —ITCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTIAGTCATTG
CAATGACTAAAGAATATAAGGACATGTAACGCCCATATACGGGCTGCAGC-=-=-=-=-=-=-=--- GTIACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG

———————————————— AATGACTAAAGAATATAAIGACATGTAAIGCCCATATACGGGCTGCAGC - - - - - —GGCACAATTTGCTCTCGGGIGTTATTTGTCCTTGGATTCTTTAGTCATTG

———————————————— CAATGACTAAAGAATATAAGGACATGTAACGTCCATATACGGGCTICAAC ----------GTCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG
———————————————————— CAATGACTAAAGAAT.AAGGACATGTAACGCCCATATACGGICTGCAGC - - - - - —GTCACAATTTGCTCTCGGGIGTTATTTGTCCTTGGATTCTTTAGTCATTG
CAATGACTAAAGAATATAAGGACATGTAACGCCCATATACGGGCTGCAGC-=-=-=-=-=-=-=--- GGCACAATTTGCTTTCGGGTGTTATTTGTCCTTGGATTITTTAGTCATTG
CAATGACTAAAGAATATAAGGACATGTAACGCCCATATACGGGCTGCAAC--=-=-=-=-=-=--- GTCACAATTTGCTCTCGGGTGTTAITTGTCCTTGGATTCTTTAGTCAITG
CAATGACTAAAGAATATAAGGACAIGTIACGTCCATITACGGGITGCAGC —————————— GTCACAITTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG
———————— CAATGACTAAAGAATATAAGGACATGTAACGCCCATATACGGGCTGCAGC=-=---------GTCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i

divergence to consensus (%)

size: 578bp; fragments: 4966; full length: 1899 (>=520.2bp)
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fastab.bed ufbed g 2.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 878bp; fragments: 4956; full length: 0 (>=790.2bp)
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divergence to consensus (%)

TE: rnd_2_ family 204

size: 563bp; fragments: 5237; full length: 1948 (>=506.7bp)
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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