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MSA length = 2071
T T CAAA T AGT A T C - AAAAAAAAA T AAAAACCAAAACCGGAAA T T T CAGT T TGT AACGAAGT T AC T A T T - T T T T T A T A T A T T T AA T T AAC T T T T T CAA T T T - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGT AACGCAAC T CAGAAAGAGC T ACGT TGCAAGT T T - CCGGAAC TGACAAAGA T AAGT T TGAGA T CC T AA T A TGT TGCGAG
CCGTGAA T T AGT TGAGT CAAGCA TGAGGT T C T C T AC T AAGA - A T ACC TGC TGT AACGAAGT T AC T A T T T T T T T T A T A TGT T T AA T T AAC T T T T T CAA T T T - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGCAACGCAAC T CAGAAAGAGC T ACGT TGCAC TGCA - T TGGAGCGT T T T ACGAGTGGT T - GAAA T T T T CA T ACA T TGC T AA
A TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGGT AAACCA T CCC T AC TGT AACGAAGT T AC T A T T T T T T T T A T A TGT T T AA T T AAC T T T T T CAA T T T - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGCAACGCAAC T CAGAAAGAGC T T CGT TGCAC T ACA - - - - - - - - - - - - - - - - - - - - - - - - AGGACA T CCGT ACA T AGGGT A
T T T T AA T T T T AGT AGAGAAAAAA T T T T T T T T T AAGAAAGAAAGGGGGGTGTGT AACGAAGT T AC T A T T T T T T T T A T A T A T T T AA T T AAC T T T T T CAA T T T - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGT AACGCAAC T CAGAAAGAGC T T CGT TGCAACAGAACCAAAACAAC T AAAGCA T A T A T T T T T A T T T A T A TGT AC T T AGAA
T T T T AA T T T T AGT AGAGAAAAAA T T T T T T T T T AAGAAAGAAAGGGGGGTGTGT AACGAAGT T AC T A T T T T T T T T A T A T A T T T AA T T AAC T T T T T CAA T T T - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGT AACGCAAC T CAGAAAGAGC T T CGT TGC - - - - - - GACGAAAGAAAGAGACCAAGT A T T AAAA T T T - - - - - - A T T AGT AA
T T T CGGT T ACC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T A T T C TGT AACGAAGT T AC T A T T T T T T T T A T A T A T T T AA T T AAGT T T T T CAA T T T - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGT AACGCAAC T CAGAAAGAGC T T CGT TGCAAA T T T A T T AGCAGTGGAGAAAACAGT T C TGAGAGCCAGAGA T AGTGAAGG
T T T T AA T T T T AGT AGAGAAAAAA T T T T T T T T T AAGAAAGAAAGGGGGGTGTGT AACGAAGT T AC T A T T T T T T T T A T A T A T T T AA T T AAC T T T T T CAA T T T - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGT AACGCAAC T CAGAAAGAGC T T CGT TGCAA T - - - - C T T AAAGAA T T CAACGACGT T T T - - - - T T T TGGT A T ACC TGT AC
A TGAAA T T - - - - - - GA T AAAGCAGA T CC T T T TGCGC T T AAA - - - - - - - GC TGT AACGAAGT T AC T A T T - T T T T T A T A T A T T T AA T T AAC T T T T T CAA T T T - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGT AACGCAAC T CAGAAAGAGC T T CGT TGCAAAGCCAA TGGCCA T A T T AAGAA T TGTGT - AA T AAC T T AGT AAA T T T AGAA
A T A T AA T T T T AC T - - - - - - - - - - - - - - - T T CAAAA T T A TGA T A T A T C T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGT AACGCAAC T CAGAAAGAGC T T CGT TGCAAA T T AA T TGGAA T T A T T AAAAA T AGT T T - - - GGT T TGGA TGTGGT ACAAA
- - - - - - - - - - - - - - AAAAGAAAAAAC TGT T CGAAACGAAAAGAAAGACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGT AAGGCAAC T CAGAAAGAGC T ACGT TGCA - - - - - - C TGAAAAGAAAAAAACA T A T ACC - - - - - - - - - - - - - - - - - - - - -
A T AA T A T T T CAGT - AAAAAGAC T T AGT A T T TGGACAA T A T T AA T C T ACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAAGAAAC T T AAGCGT CAGT AACGCAAC T CAGAA TGAGC T T CGT TGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 2071bp; fragments: 367; full length: 14 (>=1863.9bp)
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No TE domain detected

After TEtrimmer 2071 bp
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 size: 2371bp; fragments: 367; full length: 0 (>=2133.9bp)
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TE: rnd_5_family_15641

 size: 2245bp; fragments: 425; full length: 24 (>=2020.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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