
Start crop Point End crop Point

MSA length = 246
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC - - - - - - - - C TGT AACA T A T T A T A TGA T T T T T A T A TGA T AAAACA T A TGT AAAA T TGT AG - - - - - - - - - - T T CCA T T AC T ACC T A TGT ACACCACAA T T TGGCGACGAGGT AAAAAGGCAAAAA T T T T AAGT AGT AAAAAACCAAA T A T TGT C TGAAAAAGTGT AC T T CA
- - - - - - - T AA T AAAACCCCCAGT ACGT T T AA - - A T T T A TGAGGGGAGT A T TGT AACA T A T T A T A TGA T T T T T A T A TGA T AAAACA T A TGT AAAA T TGT AG - - - - - - - - - - T T CCA T T AC T ACC T A TGT ACACCACA T CACCACAA T ACACCAAAAAACCAGT T AGCA T CA T CAGCAGA TGA T T A T AAAC T - - - - - - - AAAGT ACAA T C T A
- - - - - - - T AA T AAAACCCCCAGT ACGT T T AA - - A T T T A TGAGGGGAGT A T TGT AACA T A T T A T A TGA T A T T T A T A TGA T ACAACA T A TGT AAAA T TGT AG - - - - - - - - - - T T CCA T T AC T ACC T A TGT ACACCACACCA T T CCAA T T T A T T CCAA - - - - - AC T A T T AA T AACAAGAAACACC T A T AA - - - - - - - - - - - - - - - - - - - - - - -
A T T T T T ACCC TGAAGCCGGCAACAC T T CAA T CAAGT CCCA T - - - - - - - - C TGT AACA T A T T A T A TGA T A T T T A T A TGA T ACAACA T A TGT AAAA T TGT AG - - - - - - - - - - T T CCA T T AC T ACC T A TGT ACACCACAA T T TGGCGACGAGGTGAAAAGGCAAAAA T T T T AAGT AGT AAAAAACCAAA T A T TGT C TGAAAAAGTGT AC T T CA
- - - - - - - T AA T AAAACC T CCAGTGCGT T T AA - - A T T T A TGAGGGGAGT A T TGT AACA T A T T A T A TGA T A T T T A T A TGA T ACAACA T A TGT AAAA T TGT AG - - - - - - - - - - T T CCA T T AC T ACC T A TGT ACACCACA - - - - CA T AA T T CA T T AAAA - - - - - A T AAA T A TGA T - - - - AGAAAA T T A T A - - - - - - - - - - - - - - - - ACAA T C - -
AC T T T T A - - A T AAACC T AGCAAAGCCC T T AACAA T C T T CA T AAA T AC T AA TGT AACA T A T T A T A TGA T A T T T A T A TGA T ACAACA T A TGT AAAA T TGT AG - - - - - - - - - - T T CCA T T AC T ACC T A TGT ACACCACAA T T TGGCGACGAGGT AAAAAGGCAAAAA T T T T AAGT AGT - AAAAACCAAA T A T TGT C TGAAAAAGTGT AC T T CA
A T T T T T A T AC T AAACC T ACAAAAA T C T CAACCACA T T A T ACAAGGA T - - C TGT AACA T A T T A T A TGA - - T T T A T A TGA T ACAACA T A TGCAAAA T TGT A T - - - - - - - - - - T T C T A T T AC T ACC T A TGT ACACCACAA T AC T A T CACAA T T CAAAAA TGACAA T A T T T T AAGT AGT - - - - - - - T TGA TGACGT CACAAAGGGG - AAAA TGT
A T T T T TGT T T T AGT A T T C TGA T T AC T A T T AA T AAA T A T T AC T AA T T A T AA TGT AACA T A T T A T A TGA - - T T T A T A TGA T ACAACA TGTGCAAAA T TGT AG - - - - - - - - - - T T C T A T T AC T ACC T T TGT ACACCACACCA T T C T AACAAAA T AAAC T AGC - ACAA T AA T AA T T A T T - GAAAA T CA TGAAA T T AAGGGA T AAGTGACAACAA
A T A T T T A T AC T AAACC T ACAAAAA T C T CAAGCACA T T A T ACAAGGA T - - C TGT AACA T A T T A T A TGA - - T T T A T A TGA T ACAACA T A TGCAAAA T TGT AG - - - - - - - - - - T T C T A T T AC T ACC T A TGT ACACCACAA T AC T A T CA T AA T T AAAAAA TGACAA T A T T T T AAGCGGT - - - - - - - T TGA TGGCGT CACAAAGGGGAAAAA TGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGACAACCCA T A T A TGA T T T A T A TGA T ACAACA T A TGCAAAA T TGT AG - - - - - - - - - - T T C T A T T AC T ACA T C TGT CCACCACAA T T TGGTGACGAGGT AAAAAGGCAACAA T T T T AAGT AGT - AAAAACCAAA T A T T - T T CGGAAAAA TGT ACAAAA
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TE: ltr_1_family_113.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: 246bp; fragments: 6; full length: 4 (>=221.4bp)
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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 246 bp
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TE: ltr_1_family_113.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: 547bp; fragments: 6; full length: 0 (>=492.3bp)

TE consensus (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_113
 size: 221bp; fragments: 6; full length: 6 (>=198.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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