
Start crop Point End crop Point

MSA length = 2691
T AAA T A TGT TGGT AGTGT T AAACA T A T TGT CA T - - CAACA T TGAA T A T T A T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AAGGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T AAA T AAAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAAA T CCGT A T T T A T T ACGT T C T T ACAGGCACGAGAAC T T T C T A T T T T T T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AA T ACGGT C T CAC TGGA - - - - - - - - ACCAAAAAAC TGT T A T TGCAGCCC - - - CGA T A T T CCCAACCGGT C T T CCG
CGAAAGAC T C T C T CACAGGGT T CA T T TGACCA T AAAAA TGTGT AGC - - - A T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AA - - - - - - A T CGCCAA - A T T T AAA - A T T ACGA - - GT C T CGA T AAGAGT C - - - - - - - - - - - - - - - T CAGT T CCAC T
CAAGT - - - - - - - - - - - - - - - - - - GCGT CACA T CAACGACGT CA T AC - C T A T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AAGGGCA T T T T AACGGA - - T T AAAAGCCAA T AAAC T TGAGC T AAAAA T C - - - - - - - - - - - - - - - C TGCC T T CCGG
T CAC T T A TGCAC T AACGAAGT T CACGA TGT C TGAGAGA T T TGAAC T T CAGT T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AAGT CA T T - - - - - - - - - - - - - - - - - - - - - - - - AACCCGCACCAAAA T C T ACCCGGGA T T AA - ACCGGGA T CCACA
T AAA T - - C T T T A T AAAAGAGT - - A T ACCA T T AA T T AAA T A T ACCACA T AC T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AA T T A - - - T T CGT T AAA T T T CAAAA TGTGGA - - - T T T T AA T CAGAAA T CA T TGAAAA TGAA T - - C TGT TGT T A T A
T AAC T TGC T A T ACAGCAGTGT T - A T A T AGC - - - - - AAGTGTGGACCGT CC T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AAGAAGG - T TGAGT AAAA T T T AAGTGT AGT AAAA T T T T T T T T AGT AAA T A T T AAAGA T TGACAACGA T TGT CAGT
T A T A T T AC T T T T T A T T AC T T T - - A T A T T AC T A T T T AAAAA T AA T A T - - - A T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AAC T - - - - T T TGC TGGAA T T T AAAAAA TGAAA - A T T C T T CGCAAAAAACA T T CA T AAAGAACAAC T T T T T T T T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAAA T T CCA T T A T T T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AA T A T CGT - - - - - - - - - - - - - - - - - - - - - - - - A T T T C T TGAGAAA T A T CGT T TGAGA T TGA - - - T T AA T A T TGT T
TGAAAAAC T A T AA T CAA T TGT T T T AA T AGA T T T TGAGA T A T CGA T T A T T T T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAGT T T CAGT AA T A T C TGGGT T AA T T CAGAC T CAA T T CAA T T T ACAAA TGCAAG - - GT T T C T C T AAC T TGCA T T AAAA T T T CACGAAAAGT C T CGT T
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 size: 2691bp; fragments: 47; full length: 14 (>=2421.9bp)
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 size: 2993bp; fragments: 47; full length: 0 (>=2693.7bp)
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TE: ltr_1_family_949

 size: 2463bp; fragments: 61; full length: 0 (>=2216.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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