
Start crop Point End crop Point

MSA length = 930
AC T T CCA T A - - AAGCA T AAGT T A T TGAAGGTGT A T T T TGC T T T AGT T CAAC T A T ACCGGGTGT T T CAAA T T CGAC T C T CACCA T TGGGA T C T AGGAAAC T - - - - - - - - - - T T T T CCGAGA T CCCAA TGGTGAGAGC TGAA T T TGCAACACCCAGT A T AA T T AACAAACA T AAA TGT C T A T A T T A T A TGACC T C TGA TGT C T TGT ACAAG -
T CA T A T - - - - - - - - - - - - - - T T A T T A T ACGTG - - - - - - - - - - - - - - - - - - - T A T ACCGGGTGT T T CAAA T T CGAC T C T CACCA T TGGGA T C T AGGAAACG - - - - - - - - - - GT T T CCGAGA T CCCAA TGGTGAGAGT CGAA T T TGAAACACCCGGT A T A - A T AGAA - - GGCAGAA T T T T AAC T T T A T T AGAAAAAGT TGT T T A T T - - - - - -
AAACA T T T T TGAAAAAGAAGT T T T AAAAAA TGT T T CC T T CACA T A T T T AC - T AAACCGGGTGT T T CAAA T T C T AC T C T CACCGT TGGAA T C T AGGAAACG - - - - - - - - - - GT T T CCGAGA T CCCAA TGGTGAGAGCCGAA T T TGAAA T ACCC TGT A T A - TGGAGT AC TGCAA T TGC - - - - - - - - - - - - - CCA T TGCGA T T CCA T A TGAGG
T CACAAA T ACAGGT TGGGA T T T T C T A T T TGCCCAGAC T ACGC TGGT T T T AA T A T ACCGGGTGT T T T AAA T T CGAC T C T CACCA T TGGGA T C T AGGAAACG - - - - - - - - - - GT T T CCGAGA T CCCAA TGGTGAGAGCCGAA T T TGAAACACCC TGT A T A - T T AGCGCGTGT AAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T T T TGTGT AAA T T A T A T T T T AC T ACAGA TGCCCGC T T CGT CCGCA T AAA T A T ACCGGGTGT T T CAAA T T CGAC T C T CACCA T TGGGA T T T AGAAAACG - - - - - - - - - - GT T T CCGAGA T CCCAA TGGTGAGAGCCGAA T T TGAAACACCC T A T A T A - T - - - - - - - - - - - - - - - - - - - - T C T C T T CA TGGT T CC T AA T T T CA TGT A T CA
A T A T AAA T A - - TGGT AGAAAC TGT CAC T AA TGT - - - - - - - - - - - - - - - - - - T A T ACCGGGTGT T T CAAA T T CGAC T C - CACCA T TGAGA T C T AGGAAACG - - - - - - - - - - GT T T CCGAGA T CCCAA TGGTGAGAGC TGAA T T TGAAACACCC TGT A T AA T A T A T CGAAAAAGCGA T C T T T C T CAC T AGA T C T T T A T TGT AC TGGC TGAGT
T T ACCCGC T T AGA T CA T - - A T TGACA T ACGT AAA TGGAC TGAACA T A TGAA T A T ACCGGGTGT T T CAAA T T CGAC T C T CACCA T TGGGA T C T AGGAAACG - - - - - - - - - - GT T T CCGAGA T CCCAA T AA TGAGAGCCGAA T T TGAAACACCC TGT A T A - GGT ACAGTGA T AGAGA T T T - - T T T T A T T AGCAGC T T T AC T T T TGCA TGGCA
ACGT A TGTG - - AAACAAA - - - - - - - - AAAA TGT A T T - - - CC T T AA T T TG - - T A T ACCGGGTGT T T CAAA T T CGAC T C T CACCA T TGGGC T C T AGAAAACG - - - - - - - - - - GT T T CCGAGA T CCCAA TGGTGAGAGC TGAA T T TGAAGCACAC TGT A T AA T T A T CAAA T ACA T A T ACCCA TGT T C T C T A - TGT T CGC TGT AGCGT ACCACA
- - - - - - - - - - - - - - - - - - A T T T ACGAAAGGAGTGT AC T ACC T AGT T T T AA - T A T ACCGGGT T T T T CAAA T T CGAC T C T CACCA T TGGGA T C T AGAAAACG - - - - - - - - - - GT C T CCGAGA T CCCAA TGGTGAGAGCCGAA T T TGAAACACCC TGT A T AA T CAAAAAA T A T AAA T T CA T A T A T TGCA T AGT T AA T A T C T T ACCA T ACAAAC
T T T T T T C T A T AGA T T A - - - - - - GGT A TGCGTGTGTGT T T CA T T T T T T TGGACA T ACCGGGTGT T T CAAA - T CGAC T C T CACCA T T T TGA T C T AGGAAACG - - - - - - - - - - GT T T CCGAGA T CCCAA TGGTGAGAGCCGAA T T TGAAACACCC TGT A TG - T AGA T A - - - - - - - - - - - - - - - - T T TGT TGACGAC T T TGGT T - - - - - - - - - -
CCA T AAA T A - - T AA T A T AA T T T AA T A T T TGT A T A T A - - - - - - - - - - - - - - - CC T ACCGGGTGT T T CAAA T T CGAC T C T CACCA T TGGGA T C T AGGAAACG - - - - - - - - - - GT T T C TGAGA T CCCAA TGGTGAGAGCCGAA T T TGAAACGCCCGGTGT AA T AAA T AAAAACAA T A T T A T A T C T T CCCCAG - - A T TGCCC T T T T ACGC - - - A
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 size: 930bp; fragments: 8282; full length: 1057 (>=837bp)
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 size: 1230bp; fragments: 8206; full length: 0 (>=1107bp)
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TE: rnd_1_family_126
 size: 927bp; fragments: 8154; full length: 1056 (>=834.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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