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1 MSA length = 11317 1
TTC ATTTTIAAAAIGT.ATTITTTT.TTIAAAA ------------------------------------------------------------ GGCTATITATTTTTCACTGAACCAAAGAAAAATAAATTGIGACTCTTACAA
ABCT o ol GGCTATTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACAA
TTTEET - - - - - GGCTATTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACA
ATTT S GGCTATTTATTTTTCACTGAJJCCAAAGAAAAATAAATTGAGACTCTTACAG

—————————————— AAAA GGCTATTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACAA
TGTT ACTTTHAAAA TGTAATGAAGTTCATAAATTTGGCTCATTTCTGGGACACCCCGTATACTG-=-=-=-=-=-=-=--- GGCTATTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACAA

TTTT ACTTT TGTAATGAAGTTCATAAATTTGGCTCATTTCTGGGACACCCCGTATACTG - == === = = = - GGCTATTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACAA
----------------- TGTAATGAAGTTCATAAATTTGGCTCATTTCTGGGACACCCCGTATACTG----=------GGCTATTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACAA
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d uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa gs.fa ce.fa_s After TEtrimmer 11317 bp

size: 11317bp; fragments: 2992; full length: 1 (>=10185.3bp)
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1060 fastab.bed uf.bed g 3.bed fm Lbed 0 0 bcinfa alnfa cl. After TEtrimmer Extended plot Blue lines are boundaries
size: 11620bp; fragments: 2509; full length: 1 (>=10458bp)
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TE: Itr_1 family 1060
size: 5554bp; fragments: 872; full length: 0 (>=4998.6bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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