
Start crop Point End crop Point

MSA length = 6296
AACAAAC TGT T AACAAAAAA T AGA - - - - - - AAAA T - - - - - - - - - - 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 AA T A - - - - - - - - - - - - - - - - T T AAA - - - ACAA T A T A TG - - - - CA
TGGA T A T T T T T T T TGAAGAGA TGAACG - - - AAAGT - ACA T 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 - AAA TGA T T T T AAA T T T A T - GT T CAGAA T AACAA T AAA TGGA T TGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - AAC - - - C T - - - - - - - - - - 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 A T AACAA T T T TGAAA T T A T T T T A T AAA T T T A T AA T AA T T T T A T TGA
AAAA T A TGGGAAGCAAGGAC T CAAGCAAACAAAA T T A T AGT 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 A T AAAAA T T T T AC T T T T A T TGT T T AAGACAACAGCAAA T T - - - - GG
CAAAAAC T CGT AA T ACAAAAC T AAA T T AAGA T AA T - CAGGAAA 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 A - - - - - - - - - - - - - - - - - - A T TGC T T AAGA - - - - - - T AA T CG - - - - GG
AAAACGC TGCAA T TGCGAAGGT A T A TGGACAAAA T TGT T A T AGCGT A T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGAAACCAAA 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 AGT T AA T A - - - - - - - - - - - - - CGT T TGAA - - - - - - - - - - - - - - - - - T T
TGAACA 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 - AAA TGA T T T T AAA T T T A T - GT T CAGAA T AACAA T AAA TGGA T TGG
T ACC T A TGGGAAAA T CAAAA T CCA - - - AAC T AAA 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 A - - - - - A T T T T AAA T TGC T - - - - - - - - - - - - - - - T AAAAGGA T T A T
GA T A T A T CGT TGAAAAGCAA T T T T A TG - - - - - - - - T T T T T T 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 T A T AA T AA T T T T AAA T T T AC - - - - - - - - - - - ACGA - - - - - - - - - - AA
AA TGT A T TGGTGA T T CAAAA T CA T - - - - - - - - - - - T CCGGT 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 T AA - - - - - - GGTGGG
AAAACGC TGCAA T TGCGAAGGT A T A TGGACAAAA T TGT T A T AGCGT A T A T TGT CAAGAC TGAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T T AGT T A T CAGAAA T AC T AA T A TGAACAAAAA T ACACGCAGA T A T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAG - - - - - - - - - - - - - - - - - - - TGT T T CA - - - - - - - - - - - - - - - - - - AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGT 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T ACAA TGAA T A T TGT CAAGAC T AAAA T AGA TGT CAAC T TGGGT T T A T A T CAAA T TGGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_649.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 6296bp; fragments: 3091; full length: 0 (>=5666.4bp)
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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 6296 bp
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TE: ltr_1_family_649.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6605bp; fragments: 3022; full length: 0 (>=5944.5bp)
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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_649
 size: 5166bp; fragments: 1531; full length: 5 (>=4649.4bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 5166 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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