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MSA length = 1000

TTATTATTGCAGAATJAGGTGGTAATAAATABATGTTCAAAA - - - - - - - - - - CTTATTTTTTCGATTTATTAATTCCTAAAAAAATTJAAATGACCT|TGTGCG]llCA
TCATTATTGJAGAATTAGGTGGTAATAAATACATGTTCAAAA- - - - - - - - - - CTTATTTTTTCGATTTATTAATTTCTAAAAAAATTGAAATGACCTCTGTGTGHCG
TCATTATTGCAGAATTAGGTGGTAATAAATAATGTTCAAAA - - - - - - - - - - CTTRTTTTTTRGATTTATTAATTCCTAAAAAAATTGAAATGACCTCTGGTHR- - - - A
TCATTATTGCAGAATTAGGTGGTAATAAATAIATGTTCAAAA ---------- CTTITTTTTTCGATTTATTAATTCCTAAAAAAATTGIAATGAICTCTI!GCG TA A
TCATTATTGCAGAATTAGGTGGT T = = = = = = === mmmm e e e e e e e e e o CTTATTTTTTGATTTATTAATTCCTAAAAAAITTGAAATGACCTCTGTGCG- - - - A
TTATTATTGCAGAATJAGGTGGTAATAAATACATGTTCAAAA- - - - - - - - - - CTTHTTTTTTCGATTTATTAATTCETAAAAAAATTGAAATGACCTCTGTI|cGlicG G
---------------------------------------------------- CTTATTTTTTCGATTTATTAATTCCTAAAAAAATTGAAATGACCTC|GTGCGICG G
TCATTATTGCAGAATTAGGTGGTAATAAATACATTTTCAATA - - == - - == - - CTTATTTTTTCGATTTATTAATTTCTAAATAAATTGAAATGACCTCTGTGCGHTG ABMAAAGATATATT
TCATTATTGCAGAATTAGGTGGTAATAAATACATTTTCAATA - - == - - == - - CTTATTTTTTCGATTTATTAATTTCTAAATAAATTGAAATGACCTCTGT - - - - - - - ABAAAGATATATT
TCATTATTGCAGAATTAGGTGGTAATAAATACATGTTCAATA - - == - - = - - - CTTATTTTTTCGATTTATTAATTTCTAAATAAATTGAAATGACCTCTGT - - - - - - - ABAAAGATATATT
---------------------------------------------------- CTTATTTTTTCETTTATTAATIC.AAIAAAATIGAAATGACCTCTGTGCGICG A
---------------------------------------------------- CTTATTTTTTCR@TTTATTAATTCCTAAA-AAATTGAAATGACTCTGTGGcA A
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size: 1000bp; fragments: 506; full length: 49 (>=900bp)
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size: 1300bp; fragments: 477; full length: 0 (>=1170bp)
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TE: rnd_5 family 3864

size: 1012bp; fragments: 509; full length: 49 (>=910.8bp)
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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 10/10/25)
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