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---------------------------------------------- AACGTGTCAAGAAAAATGGCGTATCCGCCAGAAATTAAAAATGTATTACTGGTT----------AGTATTTTATCGTGAGTTTAAATTAGTGGACCCACGGAATCCGTAACARTA- -AC-AATA AAAATTTAAAR
TAAATGAARATTAT ATAT--ATTGTCAAGAAAAATGGCGCATCCGCCAGAAATTAAAAATGTATTACTGGT T ---------- AGTATTTTATCGTGAGTTTAAA- TAGTGJACCCACGGAATCCGTAACAATATT - - - - - TAW-------------------AEBTCGETEMA---------
TITATAAALT AA ATAI— - - -TGTCAAGAAAAATGGCGCATCCGCCAGAAATTAAAAATGTATTACTGGT T --------- - AGTATTTTATCGTGAGTTTAAATTAGTGGACCCACGGAATCCGTAACAATAI- - - - - TT TAATT - - - - AR
TAAA - - - - === o oo - - TTAT----TGTCAAGAAAAATGGCGTATCCGCCAGAAATTAAAAATGTATTACTGGT T --------- - AGTATTTTATCGTGAGTTTAAATTAGTGGACCCACGGAATCCGTAACATTATT - - - - - AATAATTTGTACGCATTARABAAARATAGRATA- - - - - - - - -
TTATATATTGTCAAGAAAAATGGCITATCCGCCAGAAATTAAAAATGTATTACTGGTT - -« -« - - - - AGTATTTTATCGTGAGTTTAAA-TAGTGGACCCACGGAATCCGTAACAATATTACTHGTABGAAREAGTATTTIABCGABMTG- - - - - - - - TTTGlG
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2d_uf.bed g 3.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa

size: 6118bp; fragments: 18939; full length: 0 (>=5506.2bp)
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/ 1353.fasta.b.bed _uf.bed g 3.bed fm_1.bed O O bcIn.fa_aln.fa cl After TEtrimmer Extended plOt Blue lines are boundaries
size: 6418bp; fragments: 19144; full length: 0 (>=5776.2bp)
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divergence to consensus (%)

TE: nd_5. family 1353 Before TEtrimmer 948 bp

size: 948bp; fragments: 10200; full length: 222 (>=853.2bp)
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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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Dotplot

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