Start crop Point End crop Point

1 MSA length = 17077 1
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG-=-=-=-~-~-~-~--- CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTACTIAAA ATA AAAAIA

AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTA- - - - A AAATAA
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTACTAAA AETAAATAA

A ATACIGT AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG---=----- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTA- - - - AA ATARAAATAA T-TIAITT ATAT - -BA G-
AfATRCAA AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCAC ATACHA
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTACTEAAAEEEGA TR TABAAANTECETGHB- - - - ------ - - - - - .
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTACT
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTACT - =--=--- - -
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTACTEAANNEINEEATABAAAA
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTACT == --=--- - - TATAAATAA
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTACT - - - - - ATATIARTAA
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCTACCCCTACTH- - - ATATAABTA
AGTAGGGGTAGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=---=-- - - CCGCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATC.CCICTACTIAAA ATRTAABAAA
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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 After TEtrimmer 17077 bp

size: 17077bp; fragments: 20249; full length: 48 (>=15369.3bp)
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fasta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 17377bp; fragments: 20249; full length: 34 (>=15639.3bp)

divergence to consensus (%)
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TE: rnd_4 family 733

size: 14074bp; fragments: 12196; full length: 133 (>=12666.6bp)

divergence to consensus (%)
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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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