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MSA length = 1432
TGT A T T T A T A T T AA T T T T T TGACGTGT AAGAGCA T T T T T TGT A T T A T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT TGAA TGCC T C TGGCGT T T A TGAAA T AAA T AAA T AAA T AAA T AAAAA T T T T T ACC TGT T ACAAA - - - - - - - - T T T C T - - - - - - A T T T CC T CCGCCAC
CA T T CC T T TGT CAC T T T T T T CAAA T CCGGCAACAAGT CA T ACA T CAGT AAC T A T CGT CCA T A TGCA T AGT T C T A T CAAAA T T A T TGAAAAAA TGT T AA T C - - - - - - - - - - T TGT TGAA TGCC T C TGGCGT T T A TGAAA T AAA T AAA T AAA T AAA T AAAAA T T T T T ACC TGT - - - - - - T CGGGAGGT CCC TGA T CA T AA T T T C T A T T T CAC
CA T T CC T T TGT CAC T C T T T T CAAA T CCGGCAACAAGT CA T ACA T CAGT AAC T A T CGT CCA T A TGCA T AGT T CCA T CAAAA T T A T TGAAAAAA TGT T AA T C - - - - - - - - - - T TGT TGAA TGCC T C TGGCGT T T A TGAAA T AAA T AAA T AAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAA T AAA T AAAAA T ACCAC T AC - -
CA T T CC T T TGT CAC T C T T T T CAAA T CCGGCAACAAGT CA T ACA T CAGT AAC T A T CGT CCA T A TGCA T AGT T CCA T CAAAA T T A T TGAAAAAA TGT T AA T C - - - - - - - - - - T TGT TGAA TGCC T C TGGTGT T T A TGAAA T AAA T AAA T AAA T AA - - - - - - - - - TGT A TGTGT T - - - - - T TGAGT AA T T C T T AAA T AAGAGACA T A T T C T - -
- - - - - - - - - - - - - - - - C T T CCAAAAGAAGT TGAAACCAACAGA T T AACCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAAGT TGAAC - - - - - - - - - - T TGT TGAA TGCC T C TGGCGT T T A TGAAA T AAA T AAA T AAA T AGT CAAAAA T T TGCA T CCAGC - - - - - GTGCAAC T T T AC T AAAAAAA T T T ACCCCAGCC T
CA T T CC T T TGT CAC T C T T T T CAAA T CCGGCAACAAC T CA T A T A T CAGT AAC T A T CGT CCA T A TGCA T AGT T CCA T CAAAA T T A T TGAAAAAA TGT T AA T C - - - - - - - - - - T TGT TGAA TGCC T C TGGCGT T T A TGAAA T AAA T AAA T AAA T AAA T AA T AA T T TGT AAGTGC TGT AAACCGCAAA T T T C T T AAACGAA T T T - - - - - - - - - -
T A T T T T C T T TGGA T C T C T T T T A T AA TGA T CAA T A - - - - - - - - A T T AA T T T C T AC T A T T CA T A T AC T T AAGT T CGT CAAC T T CA T TGAAAAAA TGCCAA T T - - - - - - - - - - T TGT TGAA TGCC TGTGGCGT T T A TGAAA T AAA T AAA T AAA TGT AACAACAA T TGAGT ACGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T
CA T T CA T T T T TGTGT T C T AAGGA T AGAAA T TGT A T AC T C TGT A TGGGGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT TGAA TGCC T C TGGCGT T T A TGAAA T AAA T AAA T AAAA T AAAAAAAAGT T AAAC - - - - - - T AAA T TGGGAGCCA T T T AAAAAAA T ACGT T C T CACC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT TGAA TGCC T C TGGCGT T T A TGAAA T AAA T AAA T AAA T AAA T AA - A T C T C T CAGT CGT T A T AAAGT AAAAAA T T T T TGAACGAAGT T CC T T CGGCAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT TGAA TGCC T C TGGCGT T T A TGAAA T AAA T AAA T AAA T AAA T ACAAA T T AGC T CGCGA T A T T AC T CGAGAC T T T AA T CAACAAA T TG - - - - - - - - GT
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 size: 1432bp; fragments: 122; full length: 28 (>=1288.8bp)
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 size: 1740bp; fragments: 121; full length: 0 (>=1566bp)
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TE: rnd_5_family_15686

 size: 863bp; fragments: 122; full length: 32 (>=776.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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