
Start crop Point End crop Point

MSA length = 4266
AAGT ACA - - - - - - - TGT ACAAAA T CAC T CAAC - - - - - - - - - - - - GT A T T ACCCAGC T AACAAAGT AGT T CCA T AAA T T T AGAGGAA T TGGAC T T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGACGGGC T T TGT T T ACGCAGAA T CCA T CGT C - GGCCA T A T T C T - T ACCGCCCAGT T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC TGT T A T A T - - - - - - - - - - T T C T AAAAAAAAAAAA T ACGA T CAGT T T T A T TGAAA T A TGT T TGAAGAAA - -
AGGT - - - CC T AGAA TGC TG - - - - - - - C T AGT CGAGT T T C T C T CAGT AC T ACCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC TGT T T T A T - - - - - - - - - - T C T T T AAAAAAGGAAA T ACGA T TGGT T T TGT TGAAA T A TGTGT AAAGAAA T T
AAA T T T A T T C T T AA T C T C TGA T A T T AC T CGT CA TGT TGCCA - - - T CC T ACCCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - T T T T AAAAA T AGAAAAAACAA T T AA T T T T A T T AAAA T A TGTGAAAAGAAA T A
- - T T AAACCCGC T A TGAAAAAGGACACACGT CAAGC T T T CGT CAAAA T C T CCCAGCCAACAAAGT AGT T C T A T AAA T T TGGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA
GT C T - - - T T T TGT A T A T TGA T CACCAC T CGT CAGA T CGT T C T CA - - - - T ACCCAGA T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC TGT T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - T T T T ACA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - T AACC T CCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC TGT T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T A T CCCAGC T AACAAAC T AGT T C T A T AAA T T T AGAGT AA T AGAAC T T T T A TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGGT C T A T T T CGCGTGCACA TGGC T - - - - - - - AAC T T T CAG - - - - - - - - - CCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - T T T T AAAAAAAGAAAA T CCGA T T AGT T T T A T TGAAA TGTGTGT AAAGAAA T A
AGGT CCA T T T C TGT T ACACA TGCCC - - - - - - - AAAA T T CCGACA T AGCCACCCAGC T AACAAAGT AGT T A T A T AAA T T T AGAGT AA T AGGAC T T T T AGA T - - - - - - - - - - T T TGA T AAAAAGAAAA T ACGGGT AGT T T T AC TGAAA T ACGTGT AAAGAAA T A
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 size: 4266bp; fragments: 359; full length: 0 (>=3839.4bp)
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 size: 4607bp; fragments: 350; full length: 0 (>=4146.3bp)
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TE: rnd_5_family_1204
 size: 7538bp; fragments: 6419; full length: 15 (>=6784.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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