
Start crop Point End crop Point

MSA length = 11513
T AAA T CAA T T TGGAAGC T AAACACAGTGGCA T AAAGC T T T AC TGC T A T AC - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGCAGAAACCCCCA T C T CCC T C T AC T AGGAC T AACAAA T T T C T T TGT A T A T A T AAAA T CA T AGGT T AGAA T AAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC TGACAAACA T A T A T T T A TGT AC T T A T A T C TGAAA T AAC T AAA T T T CA TGAA
T AAA T CAA T T TGGAAGC T AAACACAGTGGCA T AAAGC T T T AC TGC T A T AC - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC T CA TGT C TGT AAA T T T CCA T - - - - - - AACCGAGCAAAAAAAAA TGCAAGAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC T AACGT T T - T AAAGGCACGT - - - - - - T T CAGAAGAAA T AA TGA T A T AAAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - GGT A T AAAGC T T T AC TGC T A T AC - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC T T ACGTGT A T AGA TGT TGGT AC T T A T AAA T T T CGGT A T CGT ACAACAACAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC T T ACGTGT A T AGA TGT TGGT AC T T A T AAA T T T CGGT A T CGT ACAACAACAA
T AAA T CAA T T TGGAAGC T AAACACAGTGAGAGGAAGCCC T AA TGGT T AGT - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC T AAC - - - - - CACA T A T - T A T - - - - - - A T T T T AAAGCGT AAAAA - - - - - - - -
T AAA T CAA T T TGGAAGC T AAACACAGTGAGAGGAAGCCC T AA TGGT T AGT - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC T T A T A - - - - T A T A T A T A T A T - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A
T AAA T CAA T T TGGAAGC T AAACACAGTGGCA T AAAGC T T T AC TGC T A T AC - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC T T A T A T A T A T A T A T A T A T A T - - - - - - A T A T A T A T A T A T A T A T A T ACA T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T AAAGC T T T AC TGC T A T AC - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC T - - - - - - - - - - - A TGT T CGT AC T T A T ACA T T - CGGT A T CGT ACAACACAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T TGCACCACCACCAC T T CC TGA TGT AGAAACCCCCA T C T CCC T C T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGT ACAACACAGA
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 size: 11513bp; fragments: 3978; full length: 5 (>=10361.7bp)
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 size: 11666bp; fragments: 3966; full length: 5 (>=10499.4bp)
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TE: rnd_1_family_15

 size: 300bp; fragments: 1199; full length: 736 (>=270bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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