
Start crop Point End crop Point

MSA length = 5937
- - - - - - - - - - AA T A TGAGACAC T C T T T T CGT A T AC TGAC T T T A T - AA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAGA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCACC T AGGT CGCGACAA T A T - - - - - - - - - - - - ACAAAACAAGAA T T C - - - - - - - - - - - T T C - - - - T
- - AA T T TGGAAAAGAAGAGT CA TGC T TGG - GGT AGT CCA T T T AA - AA T A T TGT CAAGAC T T AAA T A T AGGCCAACC TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T CA - - - - - - - - - - A T AAAA T AAAGC T TG - GGAA - - - - - - - - - CGGGT
T ACCCA T AAAGAAC T T CAA T T T T A T TGT T - - GT T T TGGT A T AGT A T A T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T - - - - - - CCA T AC T CAGT A TGCGA TGA TGC - - - - - - - - - - - - - - - - - GT
T T AAA - - - - - GGT AAAGAAA T AAAC T T T A - AA TGT T A T TG - T - - A T C T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGA T T T AAGGA T T T A - - A T A T T T CCAAAGACA TGT T A T T T CA - - - - - - T CA T - - - A T CGA
T - - - - - - - - - AAAAAAGGA TGC - - - - - - - - AGGGT AAAA T T T A T AAGT A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A T T AGA - - - - - - - - A TGTGACAAAAA T T A - AGAAA T T CA T T T C T CA T T
- - AGAA T A T AAAA TGAAAAC T T T A T ACC T AAACA TGAAA TGT AAACA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T CA - - - - - - - - - - AGGAGACAAAGT A T T A - - - - - - - - - - C T C - - - - -
T ACA T A T AA - AAAA T T AGACAC T AC - - - - - AGT A T AGAC T - T A T - AGT A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A T AA - ACGGCC T T AAAAAAACAAAAAC T T AGGAAGT T CAGT CC - - - - T
T T A TGA TGT - CCAAA T AA T T CA T A T ACAC - AAAAA T T TGA - - - - ACA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T C - AAAGT T TGAAAAA T A T AGAGGT T TGAA T TGT T AC T - - - T CC T A
T AGGT A T AG - AAGA T CAAA T AACAC T TGA - - - - - - - - - - - - - - - - T A T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT T T - - T T T T CC T CAGAGGA T TGTGT T C T AAGAA - - - - - - - - - - A T T T
AAGAGA T ACGAA T A T T CAGT T T T CGGCCCAAGCA T CAGT A - - - - - GGT A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - T AGAAAGAA TGC TGT TGT C - - - - - - - - - - - - - - - - AAGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACA TGA T AC - ACCGT AC T TGAC TGA TGAGA T T A T - - - - - - - - - - - - - - T AGT A
CAAGA T TGA - AAAA T T CAAC T A T A T T T T C - - A TGT T - T T T T - - - - - A T A T TGT CAAGAC T T AAA T A T AGGCCAACC TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A TG - GA T AA T CA T T AACAAGCAAACA T T T - - - - - - - - - - - - - - - - - T T
CA - - - - - - - - GAAA T AAAACAA T A T - - - - - AA T A T AA T T T T T A - - AA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAGA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T AGT A T A T ACC T T TGAGGT CACGA T C T - AGAAGT T CA T T T T CGTGT
C T AAAA TGAAAAAAACGAA T AACACAAGC - AAGAACAA T TGT A T - - - T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T A T T ACCAACCGAAAAAAA - - - - AC TGGA - - - - - - - - - - - - - CC T A T
T AGGAA T AAAAAAAA T T AA T T T T A T T T T T AAA TGC T - - - - T T A T - - - - - - TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T A TGAAGA T A T T CA T T T AA T CGGACA T T - - - - - - - - - - - - - - - - - T T
ACAAAA TGA - GT AACAAGAA T A T AGGT A T - AAAGAAAAGT T T - - - CGT A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A TGAGA T T CCCA T A T AAA T T T ACA T A T AAAA T A TGT T T T T - - - CGTGT
A T AAAA T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T AAGA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T AC TG - - - - - - - - - - - - - - - - - - - - C T TGT A - - - - G - T AA T - - - T TGA T
T AAA T - - - - - AAAAAAAAA T TGGACA T T T - CA T T C TGT CA - - - - - - - T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAACCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGA T A T AAGAAAAA T A T T T T T A T A - - - - - - T CA T - - - T CGGT
AAAGGGT C T - GAAA T TGCA T CA TGT C TGGAAAGAACA TGCC - - - - CA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T A T
- - - - - - - - - - - - - - - - - - - - - A T ACA T CC - AA T A T T AAAA - - - - - - - T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A TGA T CC T T T T C TGGA T T T T C T T T CC TGT A - - - - - C T CGG - - - CA T A T
- - GGAA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A TGG - T T T AA T C - - AAAGCAACC TGT T TGA - - - - - - - - - - - - - - - - - -
- - GGAA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAAC - ACCCCCAGC T AGGT CGCGACA - - - - - - - A T T AAC T T AAAAACAA T T TGT T T T AAG - - - - - - - - - - - A T AGT
A T AGA - - - - - CGAAAAC T AA T A TGGGTGT - GAGC T CAA T T - - - - - T T T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGA - - - - - - - - - - - - - - - - CAAAAACA TGA TGGTGAA - - - - - - CCA T - - - TGAGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACC TGGT A T AGCGAACC T AGCAAACAACCCC T AGC T AGGT CGCGACA T T ACCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGG
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TE: ltr_1_family_1036.fasta.b.bed_uf.bed_g_1.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: 5937bp; fragments: 3014; full length: 0 (>=5343.3bp)
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No TE domain detected

After TEtrimmer 5937 bp
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TE: ltr_1_family_1036.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 6240bp; fragments: 2263; full length: 0 (>=5616bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_1036
 size: 3963bp; fragments: 673; full length: 1 (>=3566.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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