
Start crop Point End crop Point

MSA length = 1508
A T A TGC T AGAA T CA T CAA TGT CCA T T AGAA TGA T AGT T C T AGA T T CA T T T A T T TGAGAAAA T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C - - - - - - - - - - AAAA T T A TGAAAAA T AA T AGT TGA T T CCA T A T AAGT T TGGT TGTGTGT A T A T T - - T AGGT T C T AAA TGAAAA T T AA TGC T C T T T A T A T T T T T T T A T T TGC
GT ACGT T AG - T T T AAAGACA T T - - - - A T CA TGCCCGT T T TGT T A T A T T - - - - - - - - - GA T A T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C - - - - - - - - - - A T AA T T A TGAAAAA T AA T AGACGA T T CCA T A T AAGT T TGGT TGTGTGT A T T T CGA - T A T T T T T AACGT T T CA T CAGT T T A T T ACACA T T T AA T T AAA T T C
ACA T T T T AA - T A TGCAAA T A T T AA T T A T T A T T A T AAA T T - - - - - - - - - - - - - - - - - - AAAA T ACACACAACCAAAC TGGT A TGGAA T CAC T C T T T A T T T C - - - - - - - - - - AAAA T T A TGAAAA T T T A T AGA TGA T T CCA T A T AAA T T TGGT TGTGTGT A T AA T AA TGCA TGT CACA T C TGCA T C TGT A T T T A T T AA T T T T T T A T AACCAC
G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT CGT CACACACCA T T T - - - AACA T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T TG - - - - - - - - - - A T AA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT A - - - - - - - - - - - - - T A T T T C T A T A T T AGT AA T CGCAAAAC T T T T T T AAGT CA
T T T T T T AGAA T T TGGTGGT T T AAA T AAA T CAAACAA T T T TGAAC TGT T T CA T T T AGGAAAC T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C - - - - - - - - - - AAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT A T A T C T A T AGA T T CCA T TGGTGCGT T T T T A T T T - - - - - - - - - - - - - - GA TGC
A T A T T A TGAAC T T T A T AGAAC TGA T AA T C T T A T CGAC T T T A T ACAC T T T A - - - - - - - AC T A T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C - - - - - - - - - - AAAA T T A T CAAAAA T AA T AGA T AA T - - AA T A T AAGT T TGGT TGTGA T T A TGT - - - - AC T C T CCAAAC TGAGAA T A T TGAAAGGAA - - - - - - - - - - T C T TG
CCGT T T T A T - T T CGA T CA T A T TG - - CA T TGT A T T AA T CC TGT AAAC T T TGGT T T AAGAA T A T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C - - - - - - - - - - AAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT A T T A T AA T AAGTGT T AGAGT T AAA T T A T TGA T CGAAAAAGT T T AGCACA T TG
C T ACA T A T T ACCGGGT AAA T T CCA TGAAA T T T A T AA T T T - - - - C T T C T T CA T T T AAAA - - - T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C - - - - - - - - - - AAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT T A TGTGCA TGT CAA T ACA T T T T AGA T A T A TGT T T T TGT C T T - - - - - - - - - - - T AAAC T C
GCC T T T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T AAGGGT A T ACACAAAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T A - - - - - - - - - - AAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAC T T TGGT TGTGTGT A T A T CGA - CGT T CA TGT CCC TGCA T CGC TGTGT AA T AACGT T T AG - - - - - - -
ACCAA T CAAA T A TGA TGGCC T CCCCGGA T T TGT CCGT T CGCGA T T T C TGAA T T T A - - T A TGAACACACGACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C - - - - - - - - - - AAAA T T AAA T AAGACAA T AGAAAA T T CAA TGT AA - - T TGGC TGTGACAGT C T CGA - TGAGA T T AGA T A TGCAAC TGGAA T AC T T AAGTGT T T C - - AGAAA
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TE: rnd_1_family_466.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 1508bp; fragments: 2719; full length: 377 (>=1357.2bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 1508 bp
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TE: rnd_1_family_466.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1808bp; fragments: 2656; full length: 0 (>=1627.2bp)
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TE: rnd_1_family_466

 size: 1153bp; fragments: 2295; full length: 470 (>=1037.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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