
Start crop Point End crop Point

MSA length = 1970
- ACGAGACA T A T T - - - - T T T CCAACGGCA T T T TGT T T AA T C T T ACC T CC T CACACCGT CA T TGAA T AAGGT A T AGGT T T T T CAGAA TGT CC T AAAAAAAC - - - - - - - - - - G - T T T T T T AGGACA T T C TGAAAAACC T A T ACC T T A T T CAA TGACGGTGTGT CC TGT CAA T AA T AAA T T - - - - - - T A T T T CAA T T T T C T T A T T AC T T C T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CA TGCACACCGCCA T TGAA T AAGGT A T AAGT T T T T CAGAA TGT CC T AA - AAAAC - - - - - - - - - - GT T T T T T T AGGACA T T C TGAAAAACC T A T ACC T T A T T CAA TGACGGTGTGCAAGGAAGGGAA - - - - - - - - - - - A TGT CGCAGT A T T T C T CA T A T A - - C T T
AGTGGGACACCC TGT AAGAC T T T - - - - - - - - - - - - - - - - - - - - - AACC T C - - - - CC T T T A T T AAA T AAGC T A T CA T T T T T T T AA T A TG - CA T AA T T AAAC - - - - - - - - - - GT T T T T T T AGGACA T T C TGAAAAACC T A T ACGT T A T T CAA TGACGGTGTGT ACAGGGTGGTGT A T A T T T T T T T A TGTGAAAACGT T C TGGAGT T A T T T T C
AAACGT AAGT A T T T T T ACGGT CAA T C T A T CGT T AA T T CA T CC T A T CAGCACACACCGT CA T TGAA T AAGGT A T AGGT T T T T CAGAA TGAC T T AAGAAAAC - - - - - - - - - - GT T T T T T T AGGA T A T T C TGAAAAACC T A T ACC T T A T T CAA T CACGGT A T T AGCAACA TGCAA T AA T T T T T A T T A T CAGAAAA - - - T T T T T AAA T A T T T T T
- T TGAGCGA T C T T T T T A T T T T TGGCAGGAGGC TGA - T CA - - - - - - - - CA T CACACCGT CA T TGAA T AAGGT A T AGGT T T T T CAGAA TGT CC T AAAAAAAC - - - - - - - - - - GT T T T T T T AGGACA T T C TGAAAAA T C T A T ACC T T A T T CAA TGA TGA TGTGACA T ACA T T T - - - - - - - - - - - - - - - CCCAGGA T - - - - - - AAGAAA T T CA T
- T T AGGGAC T A T T - - - - GT TGT AACGGAA TGT T A - - - - - - - - - - - - - CGCCA T ACCGT CA T TGAA T AAGGT A T AGGT T T T T CAGAA TGT CC T AAAAAAAC - - - - - - - - - - GT T T T T T T AGGACA T T C TGAAAAACC T A T ACC T T A T T CAA TGACGGT A TGGCGT AACA T T - - - - - - - - - - - - - - - GT T ACAAC - - - - - - - - - - - - T CCC T
AACCGCAAA T T T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCGT ACACACCGT CA T TGAA T AAGGT A T TGGT T T T T CAGAA TGT CC T AAAGAAAC - - - - - - - - - - - - - - - - - - - - - - - - - T C TGAAAAACA T A T ACC T T A T T CAA TGACGGTGTGCGT A T T CA T T AA T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T
A T CGCGGTGCAC T - - - - - CC T T A T T AGGC T A T T A - - - - - - - - - - GT CAGCCACACCGT CA T TGAA T AAGGT A T AGGT T T T T CAGAA T A T CC T AAAAAAAC - - - - - - - - - - GT T T C T T T AGGACA T T C TGAAAAACC T A T ACC T T A T T CAA TGACGGTGTGCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- C T AACGC T T A T T T TGT AC T T T T T CGGAC T AGTGA - - - - - - - - - - - - AC T CACACCGT CA T TGAA T AAGT T A T AGGT T T T T CAGAA TGT CC T AAAAAAAC - - - - - - - - - - GA T T T T C T AGGACA T T C TGAAAAACC T A T ACC T T A T T CAA TGACGGTGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T
AC T AGTGAA T AC - - - - - - T T TGAA T ACAA T A T T AA T T CA T T - - - A T T C TGCACACCGT CA T TGAA T AAGGT A T AGGT T T T T CAGAA TGT CC T AAAAAAAC - - - - - - - - - - GT T T T T T T AGGACA T T C TGAAAAACC T A T ACC T T A T T CAA TGACGGTGTGT C TGAA TGT - - - - - - - - - - - - - - - - GT T AAAA T T T T T T T AA T A T A T T C T C
A T TGGGAGGT T C TGAAGT AGC T T T AGGACCA T T AG - T AA T T - - - ACCGA T CACCCCGT CA T TGAA T AAGGT A T AGGT T T T T CAGAA TGT CC T AAAAAAAC - - - - - - - - - - GT T T T T T T AGAACA T T C TGAAAAACC T A T ACC T T A T T CAAAGACGGTGTGCGA T A T T ACC - - - - - - - - - - - - - - - C T T AAAA T T - T T T T CA T A T A T T CCG
GT C T AGT T A T A T ACGCAAA T T T T AA T T A T T T T T CAGCCAGT T T ACA T A T ACACACCGT CA T TGAA T AAGGT A T AGGT T T T T CAGAA TGT CC T AA - AAAAC - - - - - - - - - - T T T T T T T T T A T ACGT T C TGAAAAACC T A T ACC T T A TGT AA TGA T AA TGT AAA T T C T A - - - - - T AAA T T T T A T T A T AGT AGAA T T A T C T AAA T A T A - - - - T
A T CAACAAA T T T T CAAAAA T A T AGT T T ACGT T T AA - - - A T T T T AAA TGGACACACCGT CA T TGAA T AAGGT A T AGGT T T T T CAGAA TGT CC T AA - AAAAC - - - - - - - - - - GT T T T T T T AGGACA T T C TGAAAAACC T A T ACC T T A T T CAA TGACGCGACGGTGTGTGGA T - - CGAA T T AAA T T - - - - - - - - - - - - CC T T CAGGT A - C T T T
AA T AAGAAA T T C T AACAGA T CCA T A T T A TGT T T CA T T CA T T T CA TGT ACCCACACCGT CA T TGAA T AAAA T A T AGGT T T T T CAGAA TGT CC T AA - AAAAC - - - - - - - - - - GT T T T T T T AGGACA T T C TGAAAAACC T A T ACC T T A T T CAA TGACGGTGTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T - - - - - - - - - - T
A T T AAGAGACC T AGAAAAGACCACAC - - - - - - - - - - - - - - - - - - - - - - C T CACACCGT CA T TGAA T AAGGT A T AGGT T A T T CAGAA TGT CC T - A - GAAAC - - - - - - - - - - GT T T T T T T AGGA T A T T C TGAAAAACC T A T ACC T T A T T CAA TGACGGTGTGAGGTGTGGT C - - T - - - - - T T A T T T CC TGT AA T T T T T C T T CAGGTG - T CC T
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TE: ltr_1_family_490.fasta.b.bed_uf.bed_g_3.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: 1970bp; fragments: 35411; full length: 0 (>=1773bp)
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No TE domain detected

After TEtrimmer 1970 bp
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TE: ltr_1_family_490.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 2270bp; fragments: 35219; full length: 0 (>=2043bp)

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_490

 size: 3073bp; fragments: 520; full length: 0 (>=2765.7bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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