
Start crop Point End crop Point

MSA length = 2981
T T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT ACCCGC T C T CCCC T AC T TGACAACA T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T A
A T CGTGAAAAGA T T TGT AAAGAGT T CGT A TGA T TGT AGAA T T A T AAAAA T - - A - GAGT AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT ACCCGC T C T CCCC T ACC T A T AGT A T T ACA T T T T AA T T T TGT CAAAGC T T T C T AAAA T T AAACAAAAA T AA - - - - - AA T A TGAA T
A TG - T AAAA T A T T A T T AC T A T T T T T T T CA T AA T AC T ACAACA T ACAAAAG - - - - GAGT AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT AC T CGC T C T CCCC T AC T T ACA T AA T CGT - - - - - - T T T T CGT CCCGG - C T T T CAAAACAAGGT T AAAAAAGT T T T CAGT ACAGT T
A T A - TGACCCA T CGCCAC T ACCGCAAAAGCCA T T C T ACAA TGT AAGCGGGT CAAAGGT AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT AC T CGC T C T CCCC T ACCC T T AAAG - - - - - - - - - - C T TGCACGAAGA - T T TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - CGA TG
T T TGT T ACAAAACAC T AA T ACGCGA T A T T T AAAA T C T AAGGGAACACAGA T CAAC T C T AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT ACCCGC T C T CCCC T AC TGT ACGCGACAGC T T TGT CAC T C T CGA TGA - C TGA T A T ACA T A T T T CAA T A - - - T T C T AGA T T TGAA T
A TG - T AA TGGGA T C T T TGAACAGT T TGAACGAAAC - - CAGT TGAAACA T A - - - - GCA T AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT AC T CGC T C T CCCC T AC T T A T CAAG - - - - - - - - - - - - - - - - - - - - GA - CCGA T AAAAA T ACACAAAAGGAAGA T T CAG - - - AGGG
CCC - GGAA T TGT TGT CGGAAGCGGAAA T C TGAGGT T T - - - - - - - - - - - - - T CAAA TGT AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT ACCCAC T C T CCCC T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T T T CA T T T T A T C
T T T - T A T AGAGT CGAA T CAAGAACGAACA T CGA T A T AGCA T T AAAA TGAACCAA T T A T AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT ACCCGCCC T CCCC T AC T A T T A T CGACC T A T A T T T T T C T C T T AA T A T CCCGT T AGAGAAAAGA T AGAAA - - A T TGCGGT T TGCGC
C T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACGA T TGT AACGCGGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT ACCCGC T C T CCCC T AC T A T CAGCAGTGGA T T T T TGGTGCA T A T T A T CA T CC T CAGT A T A T A T TGAAAAAACA T T A T T T A T TGCA
T T A - AAAAA T AGT A T T T T AAA T T T CAA T C TGGAGT CA T AACGAAAA T T TGT CA T TGGT AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT ACCCGC T C T CCCC T ACC - - - - - - - - - - - - - - - - - T T CGT AAAAAAAC T T T T T CCAAA T A TGC T AA TGAACA T T TGAAAAAAA TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT ACCCGC T C T CCC T AC T A T T TGA T A T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T CGC T A TGCAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT T AACAAGAA - - - - T AGT AGGGGAGAGCGAGT ACAA T TGT AACGCGGT ACAAA TGT AACA - - - - - - - - - - AAA T TGT T ACAAC TGT ACCCGC T C T CCCC T AGT T A T AA TGACGAA T T T T T C T T T TGAAACACAA T CA T AAAAA T AA T T AAAGCAAA - - - - - AAAA T AAGC
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 size: 2981bp; fragments: 183; full length: 10 (>=2682.9bp)
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After TEtrimmer 2981 bp
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 size: 3283bp; fragments: 182; full length: 9 (>=2954.7bp)
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TE: rnd_5_family_10363
 size: 905bp; fragments: 132; full length: 17 (>=814.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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