
Start crop Point End crop Point

MSA length = 7591
TGC T A T AAA TGAAAAA T T T A T AAA T A T - - - - - - - - - - - - - - A T TGT ACACGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAC - - - - - - - - - - - - - - - - C T T T T A T TGA T A T AACAC T CAACGC T T T T CA
- - - - - - - - - - - - - - - - - - - AAAAA T AA - - - A T T A T TGCA T - - - - - - CCGTGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT TGTGT T C T T T CCAGA T - - - CCGT T AGTGGGA T TGT AA T AAA T AG - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T AGGT A T AC T T - - - - - A - - T T AGT T CGTGAGT AG - - - - AAA T TG - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A - - - - - - - AC T T CA T A TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGT AGTGC T T AAGGAAA T TGT T A T C T A T A T AACAAA TGA T AA T T C T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT TGCA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACAAAACC T C T AAC T AAAC T ACCAGT T AAAA T AC T TGGAC T T A T T T C TG
TGT T TGAAAC T ACCAA T A T AG - AGCGAA - - A T AA T T T A - - - - - T T T A T A TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T A TGT AA - - - - - AAA T - - - T T A T CAAA T A TGT A - - - - - AAA T AA - - T TGT
T T C T T T A T T T T T AGGA T T AGAAAA TGT T C T AA T A T T T AA - - GT ACAA T ACGTGT T A T ACAACCC T T T T CCAC TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T ACGGAAA T AGT TGA TG - T A T A T AA T T T A T A TGGT T T T AAA T TG - - C T CG
- - - - - - - - - - - - - - - - - - - AA T - - - - - - - - - - - - - - - - - - - A T T T TGCA T A TGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGT AAAAA TGGAAGAA TGAGACA T T CAAA T AAAAC T T AGAAGT T T T C T
C T A T AGGAGGT T AGT A T T TGAAAAGAA - - - - - - - - - - - - - - - - A TGACA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T - - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGCGA - - - - T AAGT A T T T C T T CAA TGGCGT AC TGGC TGA T AGT T T T CG
TGTGGGAAAGAAAGCACA - AA - AAAAA T T TGCA T T T T AA T AAC - - - - CA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAGTGACAA T ACGAA T C - - - - - - - - - - - - - - - - - - - - - - - - AA TGACACC TGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGAGAA T A TGAAA T - T CA TGTGAACCAGAC T ACAGGGAGA TGC T T C T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T A T T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGT CAC T T T T A TGT - - A T T T C T AA T C T AC T AGCGA - T AA T T AC T T TGG
AC T AC TGAAAAAAGTGC T T AAAAA - - - - - - A T T A T T T T - - - - - C T C T CA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T A - A T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGT AAAAA T - - T A T - - AACGT T AA T AAAAGAACGAACA T C T T C T TGT A
CA T T TGA T A T T T T AC T CA - - - - AA T AA T - - - - - - - - - - - - - AAAAGACAGGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T A T T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAGGCAAA TGT AGGAG - - T T T A T T A T TGAAA T AGAAA T CAA T T A T T T CGG
- - - - - - - - - - - - - - - - - - - - - - - - TGAA - - - - - - - - - - - - - AAA T T T CA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T A T T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAGGCAAA TGT AGGAG - - T T T A T T A T TGAAA T AGAAA T CAA T T A T T T CGG
T T AC T T T T AA T C TGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - T T CCAAGT TGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T - - - - - - - - - - - - - - AC T CA T AGA T T A T A T TGC T T T T CA T TGT T T T TG
T TGT T AA TGAGT TGT T T T - - - - - - - - - - - - - - - - - - - - - - - A T T C T A T A TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T A TGCAAAC T T AAAA T A - T T TGA TGTGT AAA TGGTGA T CA T T T AAGT T T A
T T T T T T C T A T CA T T CAC T T AA - AA T AA - - - - T T AGT CGA - - - A T A TGTGTGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T AGT AACGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AACGAAA T T T T ACAA T AAA T TGA T AA T AAGA T AACA T T - - - - - - - - - - - -
- T AC T T T T A T TGT T CAC T - AAAAA T AA T T CA T T A T T CA - - - - - - - - - - - TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AGTGCGA T T C T T AAC TG - C T CA T CAA T CGT A T AC - - - - AAA T AA - - - - - -
T T T T AA T AAC T T T T T ACC - GG - GA T AG - - - A T T AA T T A - - - - - - T TGCA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAGGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGCCAA T T T - - - - - - - - T T A T T AA T CA T T TGG - - - - AAGT CAA T T T TG
T T T T TGAAGAGA TGAA T C - CA - AGT AA T T T T T CA T T T AC T AA T T T AGCACGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGT AAAC T CAA - - - - - - T TGA T AC T T A T AAAGT T T - GAACAAA - - - - -
C T ACAGAAAAAA T AAA T A T AAAGGT AA T - - - - - - - - - - - - - T T T CC T CACGTGT T A T ACAACCC T T T T CCA T TGAAAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGT AGT - - - - - - - - CA T T T T AACCGGAA T AC T A T T AACAGT T T CAG
TGT T T CAAA TGGAACACCAAAGAA T AA T T T A T T A - - - - - T AAGT T T T CC T A TGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGT AAGTGTGAG - - - AAA T CGCAGT T AAA T CGCAGT - - - - - - - - - - - -
T ACC TGA T AGT AAA T A T T T AA - - - - - - T T T T T T AGGT AAAAAAAGCCCGTGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGT AAA T T T AAAA - - - - - - - - - - - - - - - - - - - - - - - GAA T AAGT T T T -
CC T T CAAGAAA T AAAA T T - - - - AA T CA T - - - - - - - - - - - CA T CAACGT A TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT TGTGCAAGT ACCGG - - - AA T T AAAA T T TGGGT AAA T ACCAAAAGT T T CGG
T T T T T T ACA T T C T T CCCA T AGA T A - - - - - - - - - - - - - - - T T AC T ACCCA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAAA T A T A T T T T T AAGGACAA - - - - - - - - - - - - - - - - - - - - - - - - - CAG - - - - - - - - - - - - - - - T T C T TGA T T T AAAGTGCCGT T AA T T T T T T CGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T AC T TGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGAGAA T T - - - - - - - - - T T A TGT A T T AGA T AA T T A - AA T T T T A T T T C T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACGTGT T A T ACAACCC T T T T CCA T TGAGAA T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGCA T AC T T T T T A T - - A T T C T T A T T T A T A T T AAA T C - - - - - - - - - - - -
CC TGT A T AGC T ACGCA T T - - - - - - - - - - - - - - - - - - - - - - - - T T ACGCGTGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AAA T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGT A T A T T CGTG - - - - - GCAA T AA T CAAAGTG - - - - AAA T AAAGT T T -
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TE: ltr_1_family_839.fasta.b.bed_uf.bed_g_2.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: 7591bp; fragments: 740; full length: 77 (>=6831.9bp)
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No TE domain detected

After TEtrimmer 7591 bp
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TE: ltr_1_family_839.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7891bp; fragments: 741; full length: 75 (>=7101.9bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_839
 size: 7591bp; fragments: 7537; full length: 0 (>=6831.9bp)
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No TE domain detected

Before TEtrimmer 7591 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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