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TTTTGT -BAGEEMTGT - - TA- TGTTAATGTATGTAACCCAATATACAACTACACCTTGGTCTTTAATCCGT - - - - - - - - - - TGTTARTTGTT-------- TTEAATAAAT - AAACCACAAAAACCAACARART - - - - - - - TATATTTATTT TAAABE- - - - TTATTTGA
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TTRTATTABAT TACIETAT ------------------------------------------------------------ TGTTARMTTGTT-------- TTRAATAAAT - AAACCACAAAAACCAACA TATTTCAC----TTTATT CAAATT - -@ATTATTTT-
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).bed _uf.bed g 1.bed fm_ 1.bed O O bcin.fa_aln.fa_cl.fa gs.fa ce.
size: 4761bp; fragments: 98; full length: 0 (>=4284.9bp)
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fasta.b.bed uf.bed g 1l.bed fm_1.bed O O bcIn.fa _aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries

size: 5066bp; fragments: 55; full length: 0 (>=4559.4bp)
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TE: It 1 family 1016 Before TEtrimmer 4135 bp

size: 4135bp; fragments: 49; full length: 6 (>=3721.5bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

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