
Start crop Point End crop Point

MSA length = 1605
AAA T T A T AGA T T A T AA T T T TGT A T T T T T T AAAAA TGAGT A T T T T T AA TG - - - - - - - AGT A T A TGGGTGA T T CCGT T C T AAC TGTGA T T T T T AA TGT CCGG - - - - - - - - - - GAAA T T T T T AA T CAAAAAAGT CACAGT T AGAACGGAA T CACCCA T A T - AACAAACAA T T C T TGT AGT CAGAA - - - A T T T ACCAAAACGCAAGGAGT T - - -
T A TGT AC T - - - - GT A TGA T CGAAA T CCCC T AAAAA - - - - - - - - - T AA T AAA T T AA T AA T AAC TGGGTGA T T CCGT T C T AAC TGTGA T T T T T AA TGT CC TG - - - - - - - - - - GAAA T T T T T AA T CAAAAAAGT CACAGT T AGAACGGAA T CACCCAAC T AAGCACA T ACC T ACCACAA T A T T A T T T T AAAC T C T T T AA - - - - - - - - - - - A T A
TGAAAACAAA T T T T AA T A T T ACAA T A T T T AAAAA - - - - GT T T T T TGGAA - - - - - - - T A T A T AAGGGTGA T T CCGT T C T AAC TGTGA T TGT T AA TGT CC TG - - - - - - - - - - GAAA T T T T T AA T CAAAAAAGT CACAGT T AGAACGGAA T CACCCA T A - - AA T AAA T ACAA T T TGGAA T A T AAA T A TGT A T A T T AAGAAAGAA TGAAA T - - -
T T T ACAC T AAC T A TGACGT CGGCAAA T T T TGAAAAAAAAA T T T T T AGT C TGT T AAC TGT AAA TGGGTGA T T CCGT T C T AAC TGTGA T T T T T AA TGT CC TG - - - - - - - - - - GAAA T T T T T AA T CAAAAAAGT CACAGT T AGAACGGAA T CACCCAAA TGAACAAACGGT T TGT ACA T T T T A T T TGT A T A T A T T AGGT CAAAACAAA T CA T A
CACGC T CG - - - - A T ACCA T CAGAACAAC TGACAAAGC T CGCCGC T AA T AGA TGAA T T ACAGT TGGGTGA T T CCGT T C T AAC TGTGA T T T T T AA TGT CC TG - - - - - - - - - - GAAA T T T T T AA T CAAAAAAGT CACAGT T AGAACGGAA T CACCCAGT T AAACCAAA T T T T AC - A T A T T T CCA T C T T A T A T T TGGCAACGT CGGGA T T CA T A
AAA T T A T AGA T T A T AA T T T TGT A T T T T T T AAAAA TGAGT A T T T T T AA TG - - - - - - - AGT A T A TGGGTGA T T CCGT T C T AAC TGTGA T T T T T AA TGT CC TG - - - - - - - - - - GAAA T T T T T AA T CAAAAAAGT CACAGT T AGAACGGAA T CACCCA T A T - AACAAACAA T T C T TGT AGT CAGAA - - - A T T T ACCAAAACGCAAGGAGT T - - -
AA T A T A T AAAA T A T AAAA T T AA T AAA T A T AGGGAGAAGAAC TGT CAAA T CA T T CA T T A T A T T TGGGTGA T T CCGT T C T AAC TGTGA T T T T T AA TGT CC TG - - - - - - - - - - GAAA T T T T T AA T CAAGAAAGT CACAGT T AGAACGGAA T CACCCA T A T AAAAGAAGGCCAAAG - - - - - - - - - - - ACGT C TGAGGCAGC TGAGGGGAACGTG
AAAGT ACAAA T T - - - - - - - - - - - A T A T T T A T A TGTGT T T T C T T T CA T T T T - C T AA T CGT A T C TGGGTGA T T CCGT T C T AAC TGTGA T T T T T AA TGT CC TG - - - - - - - - - - GAAA T T T T T AA T CAAAAAAGT CACAGT T AGAACGGAA T CACCCA T C T AAA T AAA T TGT TGTGGT A T T T T AGA T ACGTGT A TGGAAAA T T AACAAAC T A T A
GACCCA T A - - - - - - - - - - - - - - - - - - T T T T AAAAA TGAA T T T T C T TGCGT A T T A T A T A T T AA TGGGTGA T T CCGT T C T AAC TGTGA T T T T T AA TGT CC TG - - - - - - - - - - GAAA T T T T T AA T CAAAAAAGT CACAGT T AGAACGGAA T CACCC T AA T A - - - - - - - - - - - - - - GAA T T T T - - - - T T T T A T T C T AAAAAC T T AAAAA T T - - -
T A TGAACGGGT T C TGAAA T T ACGA - - - - CGAAAACACAGA T T T TGGA TGC - - - - - TGA T A T A TGGGTGA T T CCGT T C T AAC TGTGA T T T T T AA TGT CC TG - - - - - - - - - - GAAA T T T T T AA T CAAAAAAGT CACAGT T AGAACGGAA T CACCCA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAAAAAGGAGAGAA T A - - -
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 size: 1605bp; fragments: 15; full length: 9 (>=1444.5bp)
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 size: 1905bp; fragments: 15; full length: 0 (>=1714.5bp)
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TE: rnd_4_family_184
 size: 526bp; fragments: 40; full length: 9 (>=473.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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