
Start crop Point End crop Point

MSA length = 2627
GT A T TGT T T C TGAAAA T A T T T T T T T T C T T T AAAAACA T A T AGTGA T CC T CAGT T ACGGGT T CA T T T T CACA T T AGA T T A - T T T T C T T CA T T T TGACAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAA T TGT CCAAA T A TGGCCAA T T T T C T TGAAGGT TGGGG - - - - - GGAGT TGT T ACGGGT T CA T T T T CACA T T AGA T T A T T T T T C T T CA T T T T CACAA T A - - - - - - - - - - T T T T T T T T T T C T C T T T CAAAAA T AACGCCACACC T T T - - - - - - - - - - - - - AA T T AAAAAGC T T T CAAAAA T AGT A T ACAAAA T T T T CAA T T TGCGAAAAG
GT T T T CGT T C T T C T AAA T T T AA T C T AC TGCCACA T T A T - - AGT T T ACC T T TGT T ACGGGT T CA T T T T CACA T T AGA T T A T T T T T C T T CA T T T T CACAA T A - - - - - - - - - - T T T T T T T T T T C T C T T T CAAAAA T AACGCCACA T T T T T AA TGT A T A T TGAGGGC T T CAGT A T T T T CC T A - - - TGTGT T C TGAGGGC T T TGT A T T T TGA TGG
AGAAA TGCAAGA T TGGA T TGCAA T CACAGGA TGGAAGGA T C T ACA T T T C T TGT T ACGGGT T CA T T T T CACA T T AGA T T A - T T T T C T T CAC T T T CACAA T A - - - - - - - - - - T A T T T T T T T T C T C T T T CAAAAA T AACGCCACA T T T T T AA TGT A T A T TGAGGGC T T CAGT A T T T T CC T A - - - TGTGT T C TGAGGGC T T TGT A T T T TGA TGG
AAAA T TGT CCAAA T A TGGCCAA T T T T C T TGAAGGT TGGGG - - - - - GGAGT TGT T ACGGGT T CA T T T T CACA T T AGA T T A - T T T T C T T CAC T T T CACAA T A - - - - - - - - - - T T T T T T T T T T C T C T T T CAAAAA T AACGCCACA T T T T T AA TGAA T A T C T AGAACAAAAAAA T CA T AACAAA T CGTGT ACAAAA T AAAAAAA T TGT AGAGAA
AAACA TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGACAAAA T TGT T ACAGGT T CA T T T T CACA T T AGA T T A T T T T T C T T CA T T T T CACAA T A - - - - - - - - - - T T T T T T T T T T C - - T T T CAAAAA T AACGCCACA - - - - - AACA T A T A T T - - - AAC T T AAC T T CCA TGCGC T A T TGT AACGACAA T T T T AGGT AC T T AAA TGG
GT C T T TGGT T AGGTGA T A T CA T T T A T C T T T A - - - - - - - - - - - T A T CA T C T TGT T ACGGGT T CA T T T T CACA T T AGA T T A - T T T T C T T CAC T T TGACA T T A - - - - - - - - - - T AA T T T T T T T C T A T T TGT AAA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - AGTGACAC T AGT TGAGAAAA TGGTGT AAACA T T T T T T T T T T T T CAAA T T T
GT C T A T AGT T T AGT A - - - - CAGT T C T CACCAAA T C TGTGG - - C T T T ACAGTGT T ACGGGT T CA T T T T CACA T T AGA T T A T T T T T C T T CA T T T T CACAA T A - - - - - - - - - - T T T T T T T T T T C T C T T T CAAAAA T AACGCCACA - - - - - AA TGTGT AGTGCAGA T C T CACC T C T T CGA TGAA T - - - - - - - - - - - - - - - - - - - T A T CAAAGCC
A T T T T TGA T T TGT TGGA T CCGT C T CCGCCCCGAA T AGCGAAGA T T AAAA T TGT T ACGGGT T CA T T T T CACA T T AGA T T A T T T T T C T T CA T T T T CACAA T A - - - - - - - - - - A T T T T T T T T T C T C T T T CAAAAA T AACGCCACA T T T T T AA TGT A T A T TGAGGGC T T CAGT A T T T T CGT A - - - TGTGT T C TGAGGGT T T TGT A T T T TGA TGG
AAAA T TGT CCAAA T A TGGCCAA T T T T C T TGAAGGT TGGGG - - - - - GGAGT TGT T ACGGGT T CA T T T T CACA T T AGA T T A T T T T T C T T CA T T T T CACAA T A - - - - - - - - - - T T T T T T T T T T C T C T T T CAAAAA T AACGCCACA - - - - - - - - - - - - - - - - - - AACGGAAAAA T T T ACGGAAA T - A T A TGCACAA T T CAC - - - T T T T AAA T AA
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 size: 2627bp; fragments: 225; full length: 8 (>=2364.3bp)
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 size: 2930bp; fragments: 225; full length: 0 (>=2637bp)
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TE: ltr_1_family_354
 size: 584bp; fragments: 169; full length: 83 (>=525.6bp)
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(windowsize = 25, threshold = 50.00  09/10/25)
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