
Start crop Point End crop Point

MSA length = 4130
C - AAGCGA T C T T CA T T T CCAAGCC - AC T T T CGT A TGGT A T AA T AA T - - - - TGT TGAAA T A T T AGGGT T CAACAA T AA T T A T T T T T A T T AGGT TGCC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T T T A T A T ACCA - - - - - T AGA T A TGT A T AAAA - - - - - - - - - - A TG - -
T AAGAGT A TGT TGGCC T T CAGA T TGGC T T T T A T A T TGAAAAA T T A - T T AA TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAA - A T T T AA T A TGAC T AA TGCCAA T CC T T T AAAGA T T CC TGC TGT - GT ACA
A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T TGTGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA TG
A - AAAAA TGGAAGA T T TGCAAGAGT - - - - - C T TGCAGCGAGACCACACAA TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAGT T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACA - - - - A T T ACAC TGCAAAGACCAAG - - - - - - GGAA T C T TGGT C T C T ACA T T
T - - - - - - - T T T T T AC T T CC - - - - - - - - - - - T T T T T T AAAAGC T T A T T CCA TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T A T T T T A T T A T C T CC T A T T T CGAAC - - - - - - - - - - - - - ACCAAACACAA TGA TGT A - - - - - - - - - - - - - - - - - GCA
AAAAACAACAAACACACCCA - - - - - - - - - - T A T T TGAA T AA T T C T C T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAA T A T C TGAACCAACAAA TGCCAAACA T A T C T AAAA T CGCGT T C T CAGA T A
- - AAACAA T A T AAA T T A T T CAGT A T AC T T C T A T CAAAAAAA T T CAC - - - - TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAG - A T C T CACACC T T ACA T CC T A TGT A T TGAAAA T A T C TGACAC T T AAA T T
- A TGAAAA TGAAC T T T T CCAAGAC T AC T T T CA T AAGGA T CGAAAAC T CAA TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAAA T A T CGAAGGACAAA TGCGAA T T ACA T AGAAGAA T C T ACC T - CGGA TG
- - - - - - - - - - - - - - - T T T CAAGC TGAC TGT T AGAGT AAAAAA T AA T T CAA TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAC T A T C T AA T T T A T CAGT C TGT AAAAC TGT AAAAGA - - - - - - - - - - A T ACG
TGAC T AGAAGAAAA T C T ACAAAA T A - - - - - T T T T TGT AAACACCAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAA - - - - - - - - - - - - - - - - - - - - - - - - - - TGAA TGA T CCCGT T A T T AGACG
A - AAA - - - - - AAGTGC TGCAAGAGT - - - - - C T TGCAG - - - - - - - - - ACAA TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAC T T T A T T AGAC TGCAAAGAACAAGACCA T AAGAGT C T TGGT C T C TGCA T T
AAA T AAAAAA T A TGT T T T T TGT AA T - - - - - T T T T CGAA T T A T T T C T - - - - TGT TGAAA T A T T AAGGT T CAACAA T AAC T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGT A
A - AAA T AAAAAAAAC T T T T T AGTGC - - - - - - - - - - - AAAAAGTGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T AC T A T T T CGAACAAA - - - - - - - - - - - - - - AACACAAACA T A T T A T T T T A T T T T T T T T CAGAGA
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 size: 4130bp; fragments: 400; full length: 0 (>=3717bp)
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 size: 4430bp; fragments: 394; full length: 0 (>=3987bp)
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TE: ltr_1_family_507

 size: 2892bp; fragments: 30; full length: 1 (>=2602.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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