
Start crop Point End crop Point

MSA length = 313
AAC TGT CA T TGT T T A T T CA T A T T ACGCAAAAGA T T T T AGA T A T TGA T AA T - - - - - - - - - - - - - - - - - - - - T T TGT TGT A T AA T CAA T A T CC T TGGTGAC T - - - - - - - - - - CCA T C T C T CGTGGT A T T A T T T CACCC TGCA T T T C T TGT ACAAA T C T AACAGGT T A TGGGCCAGGGACGCGAAA T AAA T T AGT T AA TGT T A TGT AA T AGT A
GAAA T CCAGCACGCAGAAGCC TGAC T T T CAAACGCCAGAA T AC T AGCAGT A T T T AAC T TGA T T T AGT CAACA TGT TGT A T AA T CAA T A T CC T TGGTGAC T - - - - - - - - - - CCA T C T C T CGTGGT A T T A T T T CACCC TGCA T T T C T TGT ACAAA T C T AACAA T ACAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC T A
GAA TGT CA T T - - - - - - - AA T A T T A TGT T - AAA T AC T T A TGTGT T A T T A T T A T T T AA - TGA T A T TGAGGGGAA TGT TGT A T AA T CAA T A T CC T TGGTGAC T - - - - - - - - - - CCA T C T C T CGTGGT A T T A T T T CACCC TGCA T T T C T TGT ACAAA T C T AACA T T A T T A T CGT - - T A T T T T C T AAC T C T T T T AAGTGA T A T T C TGT AA T AC T A
- - - - - - - - - - - - - - - - - - - - - T T ACGCCAA TGGGT TGGTGT A T AAAA - - - - - - - - - CAAAAA T CAGT T A - T C TGT TGT A T AA T CAA T A T CC T TGGTGAC T - - - - - - - - - - CCAAC T C T CGTGGT A T T A T T T CACCC TGCA T T T C T TGT ACAAA T C T AACA T T A T C TGA - - T ACAA T T T AAAAGAGC T T T AAA T A - - - - - - - - - - - T ACAG
AA T T T T T AGCAGGCGGCAAAA T T A T ACA T AAGCAC TGGCACACCACAGAC - - - - - - - - - - - - - - - - - - - CCGTGT TGT A T AA T CAA T A T CC T CGGTGAC T - - - - - - - - - - CCA T C T C T CGTGGT A T T A T T T C T CCC TGCA T T T C T TGT ACAAA T C T AACAGGT T A TGGGCCAGGGACGCGAAA T AAA T T AGT T AA TGT T A TGT AA T AGT A
AAA TGACAC TGAA T ACA T A T C T T A TGT C - ACA T A T T CGCA T A TGGT T T A T - - - - - - - - - - - - - - - - - - - - GT TGT TGT A T AA T CAA T A T CC T TGGTGAC T - - - - - - - - - - CCA T C T C T CGTGGT A T T A T T T CACCC TGCA T T T C T TGT ACAAA T C T AACAA T TGT AACA T CA T AACGACAA T T T CAC T CGAAAAAAGT T A T A T AA TGC T A
T AA T TGGAAGGGACA T AA T T CC T ACA T T AAAA T A T T CAGT T AA T A T TGA T A T T T AACAGGC T CCAAGGAAAC TGT TGT A T AA T CAA T A T CC T TGGTGAC T - - - - - - - - - - CCA T C T C T CGTGGT A T T A T T T CACCC TGCA T T T C T TGT ACAAA T C T AACAAGAACGA T AGT T TGT T T TGAAA TGAAA T T T TGTGA TGTGA TGT A - T A T AG
GAA T T T T A T T A T A T T T A T T T C T T ACA T T TGT AAA T T T TGGT A T AA T AAA T AA T T AA T T A T AA T T AGGT A T T C TGT TGT A T AA T CAA T A T CC T TGGTGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGAC TGAC T CACAA - - - - - - - - - - - T C T T A T C T - - - - - - - - - - - CCCGT
GAA TGC T A T T - - - - - - - AGT A T T A TGT T - AAA T AC T AA TGTGT T A T T A T T A T A T AA - TGA T T T TGAGGGGAA TGT TGT A T AA T CAA T A T CC T TGGTGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGGT CCCGT CAAGTG - - - - - - CGCAAGACAA
A TGAGT T A T TGGGT A T AAA TGT CC TGT CCAAAAACCGC T A TGGCACAAA T - - - - - - C T AGT T T T TGGTGT AA TGT TGT A T AA T CAA T A T CC T TGGTGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CAAA TGT CACA T A T T T T AAAA T AA T T A T AAA - - - - - - - - - - - CCAC T
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TE: ltr_1_family_373.fasta.b.bed_uf.bed_g_1.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: 313bp; fragments: 13; full length: 7 (>=281.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 313 bp
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TE: ltr_1_family_373.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 616bp; fragments: 13; full length: 0 (>=554.4bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_373
 size: 288bp; fragments: 13; full length: 7 (>=259.2bp)
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No TE domain detected

Before TEtrimmer 288 bp



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

TE consensus after TEtrimmer (bp)
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