
Start crop Point End crop Point

MSA length = 6307
T T T T AAA T T AAA - - AAA T C T CAAA T T T T T AGA TGGCA T AA T AA T A T A T A T TGT CAAGAC T AAAA T AGA TGT CACC T TGGGT T T AAA T CAAA T TGGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAC T AA T CAAGT T AA T AA T C T A T T TGAAACCAAA T A TG - - - - - - GA T AGTGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAACAACCCCCCAAGC T AGC T CGCGACAA T AGAAA - - - - T AA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AC T T AAACCAAAA T AAAAC T AAAGTGT CAAAACGAA T T AAAAA T A T A T AA TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAACAACCCCCCAAGC T AGC T CGCGACAA T AA T - - - - - - T CA T A T T TGACC T A T T T AAA - - - TGT T A T T - - - - - AA T T
ACC T A TGGGAAAAAAAA T CCA TGA TGACAGGAAAACA T T - T T AA T AA T A T TGT CAAGAC T AAAGT AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAACAACCCCCCAAGC T AGC T CGCGACAA T A - - - - - - - - - - - - - - - - - - T T T A T T T AAA T T T T A T T C T T - - A T AAA T -
AGGT A T ACCAACA - TGA T A T A T CGT TGAAAAGCAA T T T TGT AAA T AA T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAGCAA - CCCCCAAGC T AGC T CGCGACAA T A - - - - - - - - CAGT A - - - - - - - - A T T T AAA - - - T AA T A T T - - - - - AACA
- - - - AAA T T T ACC T ACA T A T A T TGTGTGT AAGTGA - - - - - - - CGAAA T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAACAACCCCCCAAGC T AGC T CGCGACAA T A T T AA T T T T T AA T A T T TG - T T T A T T T AGT T T A T A T T A T T T AA T AAA T T
T CAAAAA T CCAA - - AAAC T T AAC T T T T A T T T ACAAC T T T AAA TGT CAA T A TGT CAAGAC T AAAA T AGA TGT CACC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAGCAA - CCCCCAAGC T AGC T CGCGACAA T A - - - - - - - - - - - - - - - - - - - - - - T T T AAA - - - - - - - - - - - - - - - - - - -
T T A T A T AC T A TGG - CACA T T T T C T TGT T AACA TGAAA T T AGA T AA T A T A T TGT CAAGAC TGAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAGCAA - CCCCCAAGC T AGC T CGCGACAA T A T T A T A T T - T A T T A T T TGA T T TGT T T AGA - - - T A T T AC T T AACACGA T
C T C TGTGT T CACC - ACA T C TGT CA T CC T AGC T ACA TGT T AAAA T AGA T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAGACAACCCCCCAAGC T AGGT CGCGACAA T A T AAGT TGT - - - - - - - - - A T T T A T C TGAA T CA T A T T A T T - - - - - AAC T
- - GCAGACCAAA - - AGAAACGTGGA - - - - - - ACAA T A T A - T AGAACA T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAGCAA - CCCCCAAGC T AGC T CGCGACAA T A T AAAA - - - - AA T AA T T - - CC T - T T T A T A - - - T C T TGT T T AA T AAGTG
T T T T A T ACCCAA T - AACAA TGT A T TGGTGA T T CAAAA T C - T CA T TGT T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAACAACCCCCCAAGC T AGC T CGCGACA T T A T T AA TGT T TGA T AAA TGA T T T A T T T AA T - - - T AC T A T T TGA T T AAA T
T T T T A TGT TGAA - - CAGACCGCCGT - - - - - - - - - - - - - - - - - - - - CA T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAACAACCCCCCAAGC T AGA T CGCGACAAAA T T AA T - - T CAA T A T T T AA T T T - T T T AGT - - - T T T TGA T T AGAAAA T C
- - GCGAAA T ACCC T A T A T T T T T T T TGAAGAGA TGAA T CCA T T T T T AA T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAACAACCCCCCAAGC T AGC T CGCGACAA T A T T AA T T T T T AA T A T T TG - T T T A T T T AGT T T A T A T T A T T T AA T AAA T T
AGAAA T AC T AA T A TGAA T T TGA T A T C T A T AGAAAAAA T A - - - AGA T A T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CGTGTGT T T T ACGA T C T CGC T T A TGAGT AGAGA T - - - - A T T CACA T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC TGGT C T AAGCGA T CC T AGCAAACAACCCCCCAAGC T AGC T CGCGACAA T A T AAA - - - - T AA T T T T - - - - - - A T A T A T AA T A - - - - - - - - - - - - T A T T
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TE: ltr_1_family_736.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 6307bp; fragments: 3039; full length: 0 (>=5676.3bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6307 bp
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TE: ltr_1_family_736.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6609bp; fragments: 3043; full length: 0 (>=5948.1bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_736
 size: 5823bp; fragments: 568; full length: 0 (>=5240.7bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 5823 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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