
Start crop Point End crop Point

MSA length = 2646
CGCAAGAGCAGGAACGGGAAAA T T T TGAAGT - - - - - - T T CA T T T T A T - - GT AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - GCCCA T T A TGCCCCGGC T T CCCC T ACGT T T T CAAGAGA T T T T AAA T AGT A T TGAGACAAGAAA TGC T T CCCAGAA TGA T AGA TGAA T T - GGACC T AC TGA
T T T AAA T T TGGAGA - - - C T AGA T T TGAC T C T T T A T AA T T AA T T A T T T AAGT AGGGGAACGCGGGGCA T AACGGACCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - GCCCA T T A TGCCCCGGC T T CCCC T AC - C T AC T T ACGAA T A T T A T T - A - - - T TGA T ACA T A T AGGT C - - - - T CGGGT AA T AGA TGACA T T A TGT C T AAAAA
C T TGGAA T TGGC T A T A T T T TGA T T T AAAA T T A T A T AGT A TGT T T T A T A T A T AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - GCCCA T T A TGCCCCGGC T T CCCC T A T - T T C T T CC T A TGTGA T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T CC T A TGT T
CGCAAGAGCAGGAACGGGAAAA T T T TGAAGT - - - - - - T T CA T T T T A T - - GT AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - GCCCA T T A TGCCCCGGC T T CCCC T ACGT T T T CAAGAGA T T T T AAA T AGT A T TGAGACAAGAAA TGC T T CCCAGAA TGA T AGA TGAA T T - GT ACC T AC TGA
T T TGGAA T AA T T CA - - - C T AGACCAAACCGCA T A T AA - - - - - - - - - - AAGT AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - GCCCA T T A TGCCCCGGC T T CCCC T AC - TGA T T T A T A T A T T T T A T A T AGAACCGAGT AAAGT ACAGT T T AACAGAAGGAC TGACGAGT T T A T T T T T A T T A T
CA T AGAAACAGT T A T AACAAGT C TGT AAAA T A TGT T ACCCA T T T T A T A T A T AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - GCCCA T T A TGCCCCGGC T T CCCC T ACGT T T T CAAGAGA T T T T AAA T AGT A T TGAGACAAGAAA TGC T T CCCAGAA TGA T AGA TGAA T T - GGACC T AC TGA
- - - - AGAGAAAA T A T AGACGAA T T T TGT AC T - - - - - - T T AC T T T AC - T T C T AGGGGAACGCGGGGT A T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - GCCCA T T A TGCCCCGGC T T CCCC T AC - - - - T T AGT ACAAACGAC - - - - - - T T ACAA TGAA T T TGGTGT AA T ACAC T AAA TG - - GA T T T T CGAC T T AA T AA
T TGGAAC TGGAA T T T CGACAAA T CCC T T C T T - - - - - - GAACC T C T ACC TGT AGGGGAACGCGGGGT A T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - GCCCA T T A TGCCCCGGC T T CCCC T A TGT ACGT T AGGTGGT T TGAGCAG - - T CGTGA T T AA T CAGT AGT CAGT CAC T T AAGG - - - A T T T T A T AGA T AA TGG
- - - - - A T TGGT T T T TGT A T T A T T A T TGT CCC - - - - - - T CAGT C T T A - A T A T AGGGGAACGCGGGGT A T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - GCCCA T T A TGCCCCGGC T T CCCC T ACGT T C T AAACGTGAAAGAA T T AA T AC TGT T T T T T T T T AGT T T C TGT AAAA T AAAAG - T AA T T T T AAAAAAAAACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AA - - - - - - - - - - GCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCCA T TGTGCCCCGGC T T CCCC T AGA TGT T T AAGA T T T CAAA TGA - - - - T TGCAAGAAAA T TGT A - - - - - - - - - - - - - - - - - - - - - - - GAAA T CGGT CA
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 size: 2646bp; fragments: 12; full length: 9 (>=2381.4bp)
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No TE domain detected

After TEtrimmer 2646 bp
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 size: 2946bp; fragments: 12; full length: 0 (>=2651.4bp)
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TE: ltr_1_family_963

 size: 2056bp; fragments: 33; full length: 0 (>=1850.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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