
Start crop Point End crop Point

MSA length = 609
T T T T T T T AGT A T T A T - TGT T T T T T T T T AA T ACACGCAC T AGAA T T T TGA T TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGT AGCGCC T T T - - - - - - - - - - GGGAACC T AACGCGGT T TGAA T T T T C T AAAGAGCGGAAA T A T T AACA T CACGGGGAAAC T ACGAGT AAAAAA T A T CGAAAACC TGGAACGAA T T CCAGGC
T T AAGA T A T T - - - - - - T CAAGGCCGGCGGT A - - - - - - - - - - - - - - - - - - - TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGT AGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T T C T CA T AGCCAC T A T A T T AGC T A T C TGAGGGT A T T T T T AGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGT AGCGCC T T T - - - - - - - - - - GGGAACC T AACGCGGT T TGAA T T T T C T AAAGAGCGGAAA T A T T AACA T CACGGGGAAA T T ACGAGT AAAAAA T A T CGAAAACC TGGAACGAA T T CCAGGC
T T AAGA T A T T - - - - - - T CAAGGCCGGCGGT A - - - - - - - - - - - - - - - - - - - TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGT AGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT CAA T A TGAC T C T T AC T T - - - GT AGAGGACGCCAC T T ACA T A T
T T AAGA T A T T - - - - - - T CAAGGCCGGCGGT A - - - - - - - - - - - - - - - - - - - TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGT AGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCA T A T AC T T AA T AC T T - - - C T A T AAAACACCAAACACA - - -
T T T T CGCGGGACC T C - T T AACGC T T T CGCCA T AGA - - - - - - - - - - - - - - - TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGT AGCGCC T T T - - - - - - - - - - GGGAACC T AACGCGGT T TGAA T T T T C T AAAGAGCGGAAA T A T T AACA T CACGGGGAAAC T ACGAGT AAAAAA T A T CGAAAACC TGGAACGAA T T CCAGGC
A T AACGCA TGCAC T C - CGTGC T T T AAC TGT A T AA T A - - - - - - - - - - - - - - TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGT AGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGACAC T T T T T TGAAC T T T T TGAAA T AC T T T T A T T A T T A T AC
T AGAGT T T T CAGTGC T CCGGT A T CAGCAA T ACA T - - - - - - - - - - - - - - - - TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGT AGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - GAGCCAGCAAAA T TGACAGT T T T AC TGACCGC T CAAAA T TGCAC T T
TGGCAAC T T T T C T A - T T CGACAA T AGCGA T AAA T AAAC TGAAA T T C - - - T TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGT AGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - T T T ACAA T T T T T T T AACA T T T T T - T T ACA T CA T T AC T T T A TGA TGT
TGAAAGT CCA T C T AC T C T CAGA T C T T CAACACAGT AA - - A T AA T T T TGAC TGT T CCGT CA T AAGACGCAA T A T T T AAA T A TGT AGTGTGGCAGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGA TGAGGT TGAAGCACAGGCA T ACGCGCGACC TGG - - - - - - - - - - - - - -
T T CCAA T A T T T CCG - T T TGGAACAAAAGA T ACAAAAACCAAAA T T A - - - T TGT T CCGT CA T AAGACGC - - - - - - - - - - - A TGT AGTGTGGCAGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CACCAA T T T T CA T T - - CGAA T A T T T T TGT T ACA T CAGT T AAAAA T T - - - - TGT T CCGT CA T AAGACGCAA T A T T TGAA T A TGT AGTGTGGCAGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACAAA T T CAAGA T TGT A - - - - - - - - AAAA T A T CAGT ACA T
T T AAGT T AGT ACAAC - TGT A TGCA T CC TGT A T A T T AAC T AAAA T T T CAA T TGT T CCGT CA T AAGACGCAA T A T T TGAA T A TGT AGTGTGGCAGCGCC T T T - - - - - - - - - - GGGAACC T AACGCGGT T TGAA T T T T C T AAAAAGCGGAAA T A T T AACA T CACGGGGAAAC T ACGAGT AAAAAA T A T CGACAACC TGGGACGAA T T CCAGGC
CCACGAC TGC T C T ACC T T CGCAGTGGT AA TGT T T A T A - - AAAACC T TGA - TGT T T CGT CA T AAGACGCAA T A T T TGAA T A TGT AGTGTGGCAGCGCC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACGGGC TGGAAGCA T CGGAAAC T TGGT T CC T A T - - - - - - -
T CGGAGCAGGGC TG - - - - - - AGAA T CCGA T T T AGGAAC T - - - - - - - TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T CC - - - - - - - - - - GGGAACC T AACGCGGT T TGAA T T T T C T AAAGAGCGT AAA T A T T AACA T CACGGGGAAAC T AAGAGT AAGAAA T A T CGAAAACC TGGAACGAA T T CCAGGC
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TE: ltr_1_family_16.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_bc.fa_ce.fa_gs.fa_bc.fa

 size: 609bp; fragments: 31; full length: 1 (>=548.1bp)
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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 609 bp
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TE: ltr_1_family_16.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_bc.fa_se.fa

 size: 936bp; fragments: 27; full length: 0 (>=842.4bp)
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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 Extended plot Blue lines are boundaries
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TE: ltr_1_family_16

 size: 232bp; fragments: 27; full length: 15 (>=208.8bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 232 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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