
Start crop Point End crop Point

MSA length = 3530
GAAAAAGACAC T A T T T AAAA T T T ACACAAAAAA T AA TGACCCAAGAAAAA T T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T ACAGGG - - - - - - T AAA T AAGTGCGAA - - - - - - - - - - - - - - - - - - - - - - - T A T T T T CAGGGC T
AAAAAACGAA T - AGT T T AAA T T CAGT C T ACAGACCGCAACCCGA T A T CAGT T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A TGGGAA T - C T T AAAA T T AAC T CAAA - - A T TGTGA T C T CAA T A T T T CGC T A T A T T T T CCA T A
T ACGT T CAAGA T CA T T AAAA T T T A TGTGGGAAA T T C T T AA TGGGAA T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A TGT AAC TGC T T TGAGT TGT AACA T ACGACGGCAA T A T AAA T A T T - GGCCACA T A T AA T A TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T A - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T T T ACC T A T ACA T CA T CAG
AGT A T A - - - - - - - - - - - - - - - - - - - - - - - - AGCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AAAAA TGC TGAGAGTGA T A T CAC T C T CGGGC T A TGCCGA T A T T T C T T T CC T T T T T T T A T A
T T CAAAC T T AA T A T T T TGGAC T T A T T TGAAAAACGGT AAAAGAAAA T A TGT T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T T AGA TGT T T TGTGT AAA T T T T AA - - A T T A TGA TGA T AA TGT T T AC T T T A T T T T T A T T TG
AGCCCGC T AG - - AGAGTGA T A T CAC T C T C T AGCGGGC T A T CCGA T A T T T C T T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AGA T T T A T T AAA - - - - - - - - - - - - - - - - - - - - - - T A T AC T AGCCCAAAAAC T ACGT T C T C T CA T TGT A
AGCGAGC T CAC T AGCA TGAAACGA T C T T TGAGGAAAAGGGAGGT CAGGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T ACA T AAAC T TGCGT CAC T ACA T T A T - - - - - - - - - - - - - - - - - - - - - CGCAGAA T T ACAAAC T T CCAA T ACGT CGA T A T C T - - - - - - - - - - - - - - - -
CACA - - - - - - - - A T T T TGAGT T AA T T T T ACACA T TG - - - - - - - - - A T CGC T CA T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A TGA T AAAA TGC T T AGAC TGAA T T T AAAC T T T T T T TGAC T CAA T A T T T CGT T AA T C T T T - - - - -
GACGC T CC TGAGAAA T TGAGT T TGA T T AAAAACAGACCGT CGA T AA T C T A T T A T A T A T A T A T A T A T A T A T A T A T A T A T AAA T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AAGT A TGT T T C T A TGC T - AGAA T T AAAA T AAAA T T T CAAA T TGT CGACGT T T C T T T T T A T T T AAAGC T
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 size: 3530bp; fragments: 268; full length: 0 (>=3177bp)
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 size: 3847bp; fragments: 268; full length: 0 (>=3462.3bp)
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TE: rnd_1_family_874
 size: 1497bp; fragments: 228; full length: 42 (>=1347.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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