
Start crop Point End crop Point

MSA length = 3428
AAA - - T AAA T T AAAACACA - - - - - - - - - - - - GAA T AACAAGT ACA T A T - A - - - - - A T A T AA T AC TGGGT AGCGGGT AGT CAC T ACC T T A TGGT ACCAA T A - - - - - - - - - - ACGCACAAA TGACCAC T ACA T T CCAAGTGGGGAA T T AAGAC TGA TGAGAGAGAGA - - - T A T AAA T A T AAC T T T AAGGGC T A TGT TGAAGC T T CC T - - - - -
- - - A T T T AA T T T AAAAAGACAAAA TGCA T C T T T A T A TGGAC T AAAGA T AA - - T C T AAAAGT T CGCGGA T AGCGGGT AGT CAC T CCC T T A TGGT ACCAA T A - - - - - - - - - - ACGTGACAA TGACCAC T ACA T T T CCAGTGGGAAA T CAAGAC TGA TGAGAGAGA T A T T T AA T T ACCC T A T T ACCAAA T T A T A T AA T AAA T T T ACC T T T T AA
A T T A T AGAA T T T AAC T AGAAAA T ACA TGT T T CAC T CAA T AC T T C T AAA T A - - - - - CCAAAA T TGCGGGT AGCGGGT AGT AC T T CCC T T A TGGT ACCAA T A - - - - - - - - - - ACGCACAAA TGACCAC T ACA T T CCCAGTGGAGAA T CAAGAC TGA TGA T ACGCCAA - - - AA T T AA T A T - - - - - - - AGT TGGAAA T T AA T T T T AC T - - - - - -
A T T A T T T AGT T A T T TGAA TGT TGGT ACA T C T T AC T CCAGA TGAGAGAAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGCACAAA TGACCAC T ACA T T CCCAGTGGGGAA T CAAGAC TGA TGAGAGAGGA - - - - TGA T CGAA T A T AC T TGT C T T AAA T AA T A T CAA T A T A TGGAAG
AACAC T TGA T C T ACCCGC TGA TGA T C T ACCCGAGTGAC T ACCCGC T A - - - - - - - - - - - - ACC T T CGGGT AGCGGGT AGTGAC T T CC T T A TGGT A T CAA T A - - - - - - - - - - ACGCACAAA TGACCAC T ACA T T CCCAGTGGGGAA T CAAGAC TGA TGAGAGAGGT - - - - T AACGACCA T T T T A T CAA T AAAGAA T TGACAC T A - - - - - - - -
A T T - T T T AA T T T A T A T - - - - A T AA TGT A T T TGAA T A T A T A T TGT A T A T - A - - - - - - - ACA T A T T TGGGT AGCGGGT AGT CAC T CCC T T A TGGT ACCAA T A - - - - - - - - - - ACGCACAAA TGACCAC T ACA T T CCCAGTGAGGAA T CAAGAC TGA T AAGAAAGAG - - - - T A T T TGAAAGACA T T AAC TGGT AAA T T CA T A T T ACC - - - - - -
A T T - - - - AGT TGACAAAA TGAAAA T AAA T C TGAAA T T CAAC T A T T A T CAA T A - - - T T CAA T T T T TGGGT AGCAGGT AGT CAC T CCC T T A TGGT ACCAA T A - - - - - - - - - - ACGCACAAA TGACCAC T A T A T T CCCAGTGGGGAA T CAAGAC TGA TGAGAGAGAG - T T CA T AA T T T C T A T T A T TGA T T AAGC T A T T T AA T T T A T A T T A TGG
T A T T T A T T T T CAACA TGACCAAAGT T T ACAA T AA T T C T AACAA T A T AAGA T AC T T T A T T T T A T T TGAGT AGCGGGT AGT CAC T CCC T T A TGGT ACCAA T A - - - - - - - - - - ACGCACAAA TGACCAC T ACA T T CCCAGTGGGGAA T CGAGAC TGA T T AGAGTGA T T T T CGA T A T A - AGA T AAAAACAAA T A T T T A T CAAGGGA T TGA T - TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T TGGGT CGCGGGT AGT CAC T CCC T T A TGGT ACCAA T A - - - - - - - - - - ACGCACAAA TGACCAC T AC - - T CCCAGTGGGGAA T CAAGAC TGA T T CGAGAC TGC T CCGA 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
AGT - - - - - - - - GACGT CCCCACGGACCCGAGT T ACCGACGT CGT C T AAGGT A T T ACGGCAGT T T T TGGT AGCGGGT AGT CAC T CCC T T A TGGT AACAA T A - - - - - - - - - - ACGCACAAA TGACCAC T ACA T T CCCAGTGGGGAA T CAAGAC TGA TGAGAGT AA T T T T CGA T TGA T A TGT T T T T CAC TGGCAAAA T CCAAGCC T T C T T AA T
T T T - - - - - - - - AACCGGC T CAGAAC T A T T C T AGAACAGT T T TGCGCA TGA T A T T T T AGT T AA T T TGAGT AGCAGGT AGT CAC T CCC T T A TGGT ACCAA T A - - - - - - - - - - ACGCACAAA T AACCAC T ACA T T CCCAGTGGGGAA T CAAGAC TGA TGAGAGAGAGT - - - CGT T AA T A T T T T T AGAAAGGT A T A T T T T C T AC TGCGCA TGCG
T T T - - - - - - - - AACCGGC T CAGAAC T A T CC T AGAACAGT T T TGCGCA TGA T A T T T T AGT T AA T T TGAGT AGCAGGT AGT CAC T CCC T T A TGGT ACCAA T A - - - - - - - - - - ACGCACAAA T AACCAC T ACA T T CCCAGTGGGGAA T CAAGAC TGA TGAGAGAGAGT - - - CGT T AA T A T T T T T AGAAAGGT A T A T T T T C T AC TGCGCA TGCG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T TGGGT AGCGGGT AGT CAC T CCC T T A TGGT A T CAA T A - - - - - - - - - - ACGCACAAA T AGCCAC T ACA T T CCCAGTGGGGAA T CAAGAC TGA T - - - - - - - - - - - - - GA T A T A TGT 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
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 size: 3428bp; fragments: 1267; full length: 4 (>=3085.2bp)
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 size: 3729bp; fragments: 1270; full length: 3 (>=3356.1bp)
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TE: rnd_5_family_565

 size: 2696bp; fragments: 397; full length: 7 (>=2426.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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