
Start crop Point End crop Point

MSA length = 361
- - - - - A T C T T T AAGGT T T T AAAGAGT T CAAGGGGCGCGG - - - - - - - - - T A TGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAGAAA T T ACCCGAA T T ACGCAAGAGC T CAACCAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CAAAAC T T CCC
- - - - - AGCA T A - T AA - GAGA T A T - - - - - - - - - - - - - - - - - - - - - - AA - - - TGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAGAAA T T ACCCGAA T T ACGCAAGAGC T CAACCA T TGGT CC T T CGAGCCGGA T A T T T A TGCCGAAAAA T AGAAGT T - - - -
- - - - - AA T T T AGT A T - TGTGAA T - - - - - - - - - - - - - - - - - - - - - - AG - - - TGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAGAAA T T ACCCGAA T T ACGCAAGAGC T CA T CCA T TGGT CC T T CGAGCCGGA T A T T T A TGCCGAAAAA T AGAAGT T - - - -
- - - - - A T C T T T AAGGT T T T AAAGAGT T CAAGGGGCGCGG - - - - - - - - - T A TGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAGAAA T T ACCCGAA T T ACGCAAGAGC T CA T CCAGTGA TGGT T T A T T C T AC - - - - - - - AGA T AAAGT A T TGAAAC T T C T T
GT CAGAGCC T ACCGA T CGT CAC T AGAGT AGT AGGAACAAA - - - - - - - - C T TGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAGAAA T T ACCCGAA T T ACGCAAGAGC T CAACCAGAAC T TGAAGGAA T TGGGCCGT T A TGT T CA T ACACA T T T A T TGC T T
T T C T - A T T C T AGCA T T T T T AAA T A T C T T TGCA T A T A T CAAC T - - - AA T AC TGT TGAGGCC T TGA T AA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AGT T CCAAAAAA T T ACCCGAAC T ACGCAAGAGC T CA T CCAC T T AACCC T T - - - - - - A - - - - - - - - - - T AA - - - - - - - - - - - - - - - -
A T T A - AGA T T AAAGT T A T T AA T CAACC T T T AAGGT A T AAGT T - - - - - - A T TGT TGAGGCC T TGACAA T T T T T AGA T C TGGG - C T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AGT T CCAAAAAA T T ACCCGAAC T ACGCAAGAGC T CAGCCAGT T A T T A T T A - - - - - - A - - - - - - - - - - T AAAA T AGT T TGT T T - - - -
- - - - - A T T T C T A T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC TGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T T T A T T T AGT T CCAAAAAA T T ACCCGAAC T ACGCAAGAGC T CA T CCA T C T ACCGT TGA T AACA T CCGT T T A T T A T AACA T CCA T A TGT T - - - -
GC TGGTGC T T CGCGAC T C T AACCC T CC T T CCAAG - - - - - - - - C T T CA TGT TGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAAAAA T T ACCCGAA T T ACGCAAGAGC T CAACCAGT AGT A T A T AGT T CACAA T AA T CA TGCCAAA TGA T AA T TGAA - - - -
A T CAGAA T A TGA T AA - T A T AGACCAC T C TGT A T A T AA T AA T T T AAGAA TGTGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAAAAA T T ACCCGAA T T ACGCAAGAGC T CA T CCA T TGGT CC T T CGAGCCGGA T A T T T A TGCCGAAAAA T AGAAGT T - - - -
AA T A - A T T TGGA T AG - T T T AGT T AGT T T - - - - AGAAAC T T T T T T AAA - CGT A T TGAGGCC T TGA T AA T T T T T A T A T T TGGGCC T A T AACA T AAAGGCC T T - - - - - - - - - - GAGT A T C T TGA T T T AGT T CCAAAAAA T T ACCCGAAC T ACGCAAGAGC T CAACCACACCGT T T TGAAA T T T AA T - - - - - - - GT AAAGCA T T ACA TGT - - - -
- - - - - AACA T AAAAC - CA T AACCAA - - - - - - - - - - - - - - - - - T AAAA - - - TGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AGT T CCAAAAAA T T ACCCGAAC T ACGCAAGAGC T CA T CCA T TGGT CC T T CGAGAAGGA T A T T T A TGCCGAAAAA T AGAAGT T - - - -
- - - - - A T C T T T AAGGT T T T AAAGAGT T CAAGGGGCGCGG - - - - - - - - - T A TGT TGAGGCC T TGACAA T T T T CAGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AGT T CCAAAAAA T T ACCCGAAC T ACGCAAGAGC T AA T CCAAC - AGCC T T AAAGACAA - - - - - - - TGACAAAAAAACAAAGC T T C T T
A T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC TGT T AAGGCC T TGACAA T T T T - AGA T T TGGGCC T A T AAC T T ACAGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAGAAA T T ACCCGAA T T ACGCAAGAGC T CA T CCAC T CCC T A T T - - - - - - - - - - - - - - - - - - - - - - - - GCACAAAC T T T T T
ACGC - - - - - - - - - - - T CGAGACCA T C T T C TGA TGCGTGT A T C T AAAG - A T TGT TGAGGCC T TGACAA T T T T T TGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAGAAA T T A T CCGAA T T ACGCAAGAGC T CAACCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T C - AGC T T T AAAC - GT CAAGCAGT T T AAGCAGAA T CGA T T T AAAA - CC TGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AA T T CCAAGAAA T T ACCCGAA T T ACGCAAGAGC T CAACCACACCC TGT A T AAA T T T A - - - - - - - - - - T AAAAAA T C T T AAAA - - - -
ACAG - AA T A T ACCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGTGT TGAGGCC T TGACAA T T T T T AGA T T TGGGCC T A T AAC T T A T AGGCC T T - - - - - - - - - - GAGTGT C T TGA T T T AGT T CACCGGGTGCGT C T CAA - - - - - - - - - - - - - - - A T T T T T T T T T A T T T CC T CAGA - - - - - - - - - - T AAAAAAAACGAGA T - - - -
T CCGGAGC T CAGCGA T C T TGT CC TGT T CGGGAAAAAA T T - - - T AGAGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGTGT C T TGA T T T AGT T CCAAAAAA T A T ACCCGAACA T ACCAGAGGG - - C T T T CA TGT CAC T AAACCGAA - - - - - - - T T T T AAAGGA T AGAAGCA - - - -
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TE: ltr_1_family_318.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: 361bp; fragments: 21; full length: 17 (>=324.9bp)
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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 361 bp
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TE: ltr_1_family_318.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: 661bp; fragments: 21; full length: 0 (>=594.9bp)
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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_318

 size: 366bp; fragments: 29; full length: 17 (>=329.4bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 366 bp



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

TE consensus after TEtrimmer (bp)
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