
Start crop Point End crop Point

MSA length = 376
GA - - - - - - - - - - - - A T ACAAAAA TGCAAAACGGGCAAGGCGT TGT A T A T C - - - - - - - - - - - - GGT AGGAC T C T T AAA T AAAAGT ACC T A T A T CGGTGT CG - - - - - - - - - - AGACGAGT T T AA T T T C T T A T T T T C T AACA T AC TGCA TGGT AGAA T A T T - - T T T CA T T T CCA T A T CAC T - - - - - - - - - - - - - - - CAGGG - - - - - - - - GGA T
AAA T C T C T A T A - - - - - - A TGCAA T T T T A - - - - - T A T AAGTG - - - - - - - - - - - - - - - - - - - AA TGT AGGAC T C T T AAA T AAAAGT ACC T A TGT A TGGGT CG - - - - - - - - - - AGACGAGT T T AA T T T C T AA T T T T C T AACAAA T CAGAAGT AGGGA T A T TGCC T T T AA T T A TGGT T TGGT CAAGCGA T CGGCGT T C T CGGA T CGCACGGGC T
AAA T C T C T A T A - - - - - - A TGCAA T T T T A - - - - - T A T AAGTG - - - - - - - - - - - - - - - - - - - AA TGT AGGAC T C T T AAA T AAAAGT ACC T A TGT A TGGGT CG - - - - - - - - - - AGACGAGT T T AA T T T C T AA T T T T C T AACAAA T CAGAAGT AGGGA T A T TGCC T T T AA T T A TGGT T TGGT CAAGCGA T CGGCGT T C T CGGA T CGCACGGGC T
AA T T CAC T AAG - - - - CA T T A T AGT TGT A T C T CAC T T AGGT A - - - - T CC T ACAGT AA T A T T T A TGT AGGAC T C T T AAA T AAAAGT A T C T A T A T CGGTGT CC - - - - - - - - - - AGACGAGT T T AA T T T C T A T T T T T C T AACAAA T CAGAAGT AGGGA T A T TGCC T T T AA T T A TGGT T CGGT CAAGCGA T CGGCA T T T T CGGA T CGCACGGGC T
GA TGGT TGAA TGGAA TGT AGAAGTGGCAGGAAAC T TGAGGGCAGGT C T CA TGGT AGGA TGAGTGT AGGAC T C T T AAA T AAAAGT ACC T A T A T CGA TGT CC - - - - - - - - - - AGACGAGT T T AA T T T C T A T T T T T C T AACA - T C TGCAAAACCA T - - AC - - - T AAGA T A T T T - - - - - - - TGT CC T AAGT AA T A T T CC - - - - - - - - - - - - C T T
AA - - - - - - - - - - - - - - - - - - AAA T T CAAAA T TGT T T AAACA T T T T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGACGAGT T T AA T T T C T A T T T T T C T AACA - - - - - - - - AA T AGA - - - - - - - A T C T A TGC T T T AAAGAA T - - - - - - - - - - - - - T ACAAAA - - - - - - - - - - - -
GA TGGT TGAGTGGAAGGT AGAAGTGGAAGAAAACC TGAGGGCAGGT C T CA TGGT AGGA TGAGTGT AGGGC T C T T AAA T AAAAGT ACC T A T A T CGGT A T CG - - - - - - - - - - AGACGAGT T T AA T T T C T A - T T T T C T AACACCCCACAGAAA TGT - - GT T - - T A T T A T T T C T ACACGAA T A T AC T AAAAAGCA T T T CAG - - - - - - - - - - CA T
GA - CAC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A TGGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGACAAGT T T AA T T T C T A - T T T T C T AACAG - - - - - - - - - - - - - - - - - - - - GC T T T T T T T T CCGACA T T A TGC T T T TGC T AA T - T AACG - - - - - - - - AGT T
GACAC T T AACCCAAA T CAAAAAAAAA T A T C T AGT T AAAGT T CA T A T T T T A - - - - - - - - - CA T A T T AGGAC T C T T AAA T AAAAGT ACC T A T A T CGGTGT CG - - - - - - - - - - AGACGAGT T T AA T T T C T A - - T T T T AAACAC - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A T T CAGGCA T ACCAAC TGGTGCAC T AC T T T CCCA TGT A T T
AAACA T T T C T CAAGA T A T T TGGAA T CAAAA T AGT CAA T ACA T T AA TGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA T AAC T A TGT CGGTGT CG - - - - - - - - - - AGACGAGT T T AA T T T C T A T T T T T C T AACA T A T T A T AAGAAAAAAA T T C - - A T A T A TGT CC T AAACA T C T T AAC T T T T CAGA T ACAGGG - - - - - - - - GAA T
AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A TGT AGGAC T C T T AAA T AAAAGT A T C T A T A T CGGTGT CG - - - - - - - - - - AGACGAGT T T AA T T T C T A - T T T T C T AACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GA TGGT TGAGTGGAAGGT AGAAGTGGAAGAAGACC TGCGGGCAGGT C T CA TGGT AGGA TGAGTGT AGGAC T C T T AAA T AAAAGT ACC T A T A T CGGTGT CG - - - - - - - - - - AGACGAGT T T AA T T T C T A T T T T T C T AACACAC T ACAAGA T T A TGT A T TGA T T T T AGA T T T AA T AAAAC T CAA T AAA T AAAAC T CAA - - - - - - - - - - - - - -
A T TGT CCGAGAGGAAC T ACGCAA T T T T AA - - - T CA TGAGT ACGAC T C T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGACGAGT T T AA T T T C T A T T T T T C T - ACAAA T CAGAAGT - GAGA T A T TGCC T T T AA T T A T AGT T CGGT CAAGTGA T CGGTGT T C T CGGA T CGCACGGGCA
GA TGGT TGAGTGGAAGGT AGAAGTGGAAGAAGACC TGAGGGCAGGT C T CA TGGT AGGA TGAGTGT AGGAC T C T T AAA T AAAAGT ACC T A T A T CGGTGT CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAGAC TG - - ACAAGT T A T T TGT A T AA TGT T T TGT - - - - - - - - - - A T T
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TE: ltr_1_family_200.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: 376bp; fragments: 23; full length: 7 (>=338.4bp)
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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 376 bp
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TE: ltr_1_family_200.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: 684bp; fragments: 23; full length: 0 (>=615.6bp)
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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_200
 size: 324bp; fragments: 19; full length: 8 (>=291.6bp)
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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

Before TEtrimmer 324 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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