
Start crop Point End crop Point

MSA length = 472
AAGA T CAA T CCACAGACCG - - - - CA T CAC T TGGC TGAC T T TGT T TGAGGGCAACCAAAGAGA T AGACC T TGTGGT AGA T T T T C T T T T TGT A T TGT T AC TG - - - - - - - - - - T T AAAAAGA T TGCCAACA T A T T T AAA T AAA T A TGT A T AAAC T C T TGCAA - - - - - - - T TGT T T T T T T AAAGT T A T AA T T A T TGT A T TGT A T T ACA T A T TGT
AA T T CC T CCCAACAAAGCGAAAA T AGGAC T T T A T T T A T T T TGT T T T TGGT - - - - - - - - - - - - - - - - - - T TGTGGT AGA T T T T C T T T T TGT A T TGT T AC TG - - - - - - - - - - T T AAAAAGA T TGCCAACA - - - - - A T A T T CAGAAGTGGGA T CC T - - - - - - GACAGAA T T ACC T AGGACAGAAGGTGA T TGGAAA T T T TGA TGAGAAA T AGA
AGAAA T T ACGAAA T T ACCGA T T AGA T TGC T T AACAGCCCC T A TGT A T CAA - - - - AAAACACA T - - - - - A TGTGGT AGA T T T T C T T T T TGT A T TGT T AC TG - - - - - - - - - - T T AAAAAGA T TGCCAACA - - - - - A T A T T CAGAAGTGGGA T CC T - - - - - - GACAGAA T T ACC T AGGACAGAAGGTGA T TGGAAA T T T TGA TGAGAAA T AGA
AAGA T CAA T CCACAGACCG - - - - CA T CAC T TGGC TGAC T T TGT T TGAGGGCAACCAAAGA T A T AGACC T TGTGGT AGA T T T T C T T T T TGT A T TGT T AC TG - - - - - - - - - - T T AAAAAGA T TGCCAACA T A T - T ACA T AAA T AAA TGGGAA T T T T T T T AA - - - - A T TGT ACC T C T A TGAGCGT A TGT C TGC T A T T T CAGT T AAAAAA TGAA
AAGA T CAA T CCACAGACCG - - - - CA T CAC T TGGC TGAC T T TGT T TGAGGGCAACCAAAGA T A T AGACC T TGTGGT AGA T T T T C T T T T TGT A T TGT T AC TG - - - - - - - - - - T T AAAAAGA T TGCCAACACAA T TGT A T AGA T A T A T T T AAGT T T T T T T AA - AA T ACA T T A TGTGTGT CAGC - T T TGGC TGT T A T T T T AA T T CA T A TGT AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T CC T T T T T T CAAAAA T AACCGA T AGT T T AGACGGTGTGGT AGA T T T T C T T T T TGT A T TGT T AC TG - - - - - - - - - - T T AAAAAGA T TGCCAACA T T T T TGCA T C - - - - - - - - - - - - - - - - - - - - - - GT AGAA T T C TGCC T A T CGCCC TGA T ACGA T T AA T ACGT T T T AAAACC T A T
CA T CGT TGCCAAACA T T CGAA - - - - - - - - - - - - - - T ACCGT T T T T AA T T A - - AC T A T T T A TGT AG - - - A TGT TGT AGA T T T T C T T T T TGT A T TGT T AC TG - - - - - - - - - - T T AAAAAGA T TGCCAACA T A T T T A T AAA - - - T AA T T CA T T T C T T T T T AA - T T AGT AC T C T A T T T A T A T T CAGT ACAC TG - CAAAA T CCC T AAAACAGT A -
AAGGAAA T C TGAA TGAAAAA T - AGA T T T CC T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGGT AGA T T T T C T T T T TGT A T TGT T AC TG - - - - - - - - - - T T AAAAAGA T TGCCAACA - - - - - A T A T T CAGAAGTGGGA T CC T - - - - - - GACAGAA T T ACC T AGGACAGAAGGTGA T TGGAAA T T T TGGTGAGAAA T AGA
- - - - - - - - - GAAAGC T CCGAAAA - - - - - - - - - - - CAAC T AGT T ACAAAAGCC T T TGAGAAAA TGGAACGTGTGGT AGA T T T T C T T T T TGT A T TGT T AC TG - - - - - - - - - - T T AAAAAGA T TGCCAACA T A TGT ACAGAAGT AAA T T TGA T T C T T T T T A T T T T AAAAC T ACAAAAA TGGT T CAAA TGC T A - CAAAA TGC T T CAACC T T CA T
TGCAA T T ACCAAC TGA T CGC T AACAGGAC T T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAAAGA T TGCCAACA - - - - - A T A T T CAGAAGTGGGA T CC T - - - - - - GACAGAA T T ACC T AGGACAGAAGGTGA T TGGAAA T T T TGGTGAGAAA T AGA
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 size: 472bp; fragments: 12; full length: 5 (>=424.8bp)
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 size: 779bp; fragments: 12; full length: 0 (>=701.1bp)
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 size: 423bp; fragments: 12; full length: 10 (>=380.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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