
Start crop Point End crop Point

MSA length = 1451
AGGAGGC - GCGGA T T T T T TGAA T CA T T TGTGTGTGGT T T T TGGT T T T C T T TGT AGAGT T T T T T T A T AAACA T T ACCAC TGCGAACGGCAGC T T T T CA T CG - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACA T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAA T T A TGGAGA TGA T CAA - AA T T AA T TG
GACG - - - - - - AAGT C - - - CAGGAC - - - - AAAAC T AGT T A T - - CAA T ACA T TGT AGCGT T T T T T T T T AAACA T T ACCAC TGCGAACGGCAGC T T T T CA T CG - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACAACA T A T A T TGG - - - AAA T AAACGTGT T A - - - - - - - - - - - - - AC T AAGA T AGT T A T T AA - - - - - A T
AA T TGA T AA T T TGT C T C T TGAAA T - - - - - - - - - - - - - - - - - T A T AGACAC TGT AGCG - T T T T T T A T AAACA T T ACCAC TGCGAACGGCAGC T T T T CGT TG - - - - - - - - - - A T AAAAAA T ACA TGT AACGAAC T AAAAACGT T ACAACAC - - - - - - - - - - - A T T AGACGT AC T T T A T T T - - - - AA T CAA TGAAA TGAAAGA - - - - T A T T AA
GAAA - - - - - - - - - - - - T T T AAAA T A T T T AAGCAAAAA TGT C T TGACA T A T TGT AGCGT T T T T T A T AAAACA T T ACCAC TGCAAACGGCAGC T T C T CA T CG - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACAA T A T C T T T CAGT T C - - - - - - - - - - - - - - - - - - - T T C T A T CGAA T AAAGT AAAAA T AAG - TGCCA T
AACACCCG - T AAC T C - - - CGAAAC - - - - GGT AACAGA T A T - - CGA T A TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACA - - - - - - - - - - - - - - - AGT AA T CACGA T T T T - - - - - - - - - - - GC T T AAA - - - - - - - - - - - - - C TGT
AA T ACCCAAGAGGTGT T T TGGA T T - - - - CC T AA T AA T TGT T - T AA T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACAAAA T - - T T ACGCAC - - - - - - - - - - - - - - - - - - - C T CAAGA T A T T T AGAA TGGAAA - - - - - - - - - -
GAGTGT CAA T AAA T A T C T T T AAACA T T T CAA TGT AA T TGT T AAA T TGT A T TGT AGCGT T T T T A T AACAAC - - T ACCAC TGCGAACGGCAGC T T T T CA T CG - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACAGT A T A T T T T T AC T CAA TGCA T T T T C T T A T A T T AA T CGC T A T ACC T A TGGAA T A T T AAA T - - - - - -
AAAACGCG - - - - - - - - T T T AAAAC - - - - - - - - - - - - - - - - - T AACCACCC T A T AGCGT T T T T T A T AAAACA T T ACCAC TGCGAACGGCAGC T T T T CA T CG - - - - - - - - - - A - AAAAAAAACA TGT AACGAAC T AAAAACGT T ACAACCC - - - - - - - - - - - AAC T A T CGCCGGA TGT T T T C TGGGAAC T T T AGGAAAGCAC - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AC T AAC TGT C T CAAA T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAAAAAAACA TGT AACGAAC T AAAAACGT T ACAGTGT A T T TGAA TGCACGGAAAA T TGCCA T AGAC T C T TGGT TGCAAA T AAAAAGA T AAA - T T C TGA
- - - - - - - - - TGAA T T - - - AGACAC - - - - TGTGT CAGT T T A - A T AA T A T T T TGT AGCA T T T T T T T A T AAACA T T ACCAC TGCGAACGGCAGC T T T T T A T CG - - - - - - - - - - A T AAAAAAGACA TGT AACGAAA T AAAAACGT T ACAA T T T - - T T T CGC TG - - - - - - - - - - - - - - - - - - - GCC T AGGCGT T AAAA TGAC T T T - - - - T T C T AC
AAAA - - - - - - AAA T C - - - - - - - - - - - - - - - - - - - - - CCA T - - AAA T ACAGTGT AGCG - T T T T T T A T AACAAC T ACCAC TGCGAACGGCAGC T T T T CA T CG - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACAACAGA T T C T CG - - - AAAGAAACA T AC T A T T T T T T T T CAAA T AC T T AAAAGT C T A T A T A T T C T T AG
T CC T CGAAACAAGT T - - - - - - - - - A T T T T A T TGCAAC T T T T A T AAGGT A T TGT AGCGT T T T T A T AAAAACA T T ACCAC TGCGAACGGCAGC T T T T CA T CG - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACA T T T CA - - - - - - T T CGAC T CAAGAAA T T TGT CCAC T T C T T T CGAC T T C T T TGGACGA T A T C - AC T A TGCAA
GAGAA T CA T CAAC T T - - - TGGAGT - - - - T A TGGTGGT CAA T CAAA TGCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGAGGAC T T TGAGAG - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACA T T ACAA T AGA T T T T T T - - - AACAGGACA T ACC T TG - - - T T CCAGA T C T CAGGAAAAACAC - - - - - CA TGT
AAGT CA T T ACAAA T C T T A TGA T ACA T T C - A T T ACAA T T A T - - CGA T A T A T TGT AGCGT T T T T T T ACAAACA T AACCAC TGCGAACGGCAGC T T T T CA T CG - - - - - - - - - - A T AAAAAAGA T A TGT AACGAAC T AAAAACGT T ACAA T A T A T T T CAGC TGAAAAAA T T A T AACAAA T T T T T T T AC T T AC T T A T ACAAC T T CAAA TGT CCAG
- - - - - - - T ACC T A T C T T T T TGGA T - - - - - - - - - - - - - - - - - ACAAAA T A T TGT AGCG - T T T T T T A T AAACA T T ACCAC TGCGAACGGCAGC T T T T CA T TG - - - - - - - - - - A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACAA T A T - - - - - - - - - - - - - - - - - - - T A T T A T A T T T - - - - - - - - AA T T AAA TGAGAA T - - - - T CAC T C
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TE: ltr_1_family_257.fasta.b.bed_uf.bed_g_2.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: 1451bp; fragments: 11549; full length: 9 (>=1305.9bp)
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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 1451 bp
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TE: ltr_1_family_257.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1776bp; fragments: 10395; full length: 0 (>=1598.4bp)

TE consensus (bp)
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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_257
 size: 663bp; fragments: 6624; full length: 3 (>=596.7bp)

TE consensus (bp)
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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 663 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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