
Start crop Point End crop Point

MSA length = 855
T TGA T T T AAC TGGGC T T T T AGT T - - - - - - - - - - - - - - - - - - - - - AGAGT A TGT AAAAC T TGGAAAA T AAGT T TGT T A T AA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T TGTGAGACCCGGT TGAGT AAGCCCCAAAAA T AGCGA T T T T ACAAGT AAGA T A T T AA T AAAAGAAACAA T ACAAAA T CGA T ACCGT T CGAACAA
T T T - - - - - - - - - - - - - - - - - - - - - - - - - - T AACAAGCC T T TG - - - AAACC TGT AAAAC T TGGAAAA T AAGT T TGT T A T AA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T TGTGAGACCCGGT TGAGT AAGCC T CAAAAA T ACCGA T T T T ACAAACCGT T C T T CAAAAGCGT AAGCAA TGT CCGT T CCACC T AACC - - - - - - -
T T T - - T T T CC TGA T T T T T T A T TGA T A T T AA T T CA T CGACA T A - - - - - - C T TGT AAAAC T TGGAAAA T AAGT T TGT T A T AA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T TGTGAGACCCGGT TGAGT AAGCCCCAAAAA T ACCGA T T T T ACA T AC T CA T CAA TGT CA T AGGAAA T ACCGT - - - - - - - - - - - - - - - - - - - A TG
T T TGA T T C T T T T A T T C T T T A T T A T T T T T A T T A T A TGT T AC TGAAAGC T A T TGCAAAAC T TGGAAAA T AAGT T T C T T A T AA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T TGTGAGACCCGGT TGAGT AAGCCCCAAAAA T ACCGA T T T T ACAC T A T T T A T AA T AC T A T T T T CAACA T T A T CAGT T T CA T CACCCCGT AGAA T
A T T AA T T T T TGAGC TGT T T A T T T A T TG - - GT C TGT T CCAC TGAGACA T T T T C T AAAAC T TGGAAAA T AAGT T TGT T A T AA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T TGTGAGACCCGGT TGAGT AAGCCCCAAAAA T ACCGA T T T T ACAA T T T T C T - - - - - - - - - - - - - - - - - - - - - - AGCCC T A T CC T T T T AAAAAC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T T T ACAA T T T T AAAAACGAC TGT AAAAC T TGGAAAA T AAGT T TGT T A T AA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T TGTGAGACCCGGT TGAGT AAGCCCCAAAAA T ACCGA T T T T ACACGAC TGT C T C TGACAA TGGT A TGA TGA T TGGAA T TG - - - - - C TGAAACCG
A T AAA T T T - - - - - C T A T T AA T TGA T T T - - T T T TGT ACCGT TGAA T C TGCGTGT AAAAC T TGGAAAA T AAGT T TGT T A T AA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T TGTGAGACCCGGT TGAGT AAGCCCCAAAAA T ACCGA T T T T ACA TGCGT T T A T AGAA T A T TGCAG - - - - - - - CAGA T A T A T TGC T C T AGAA T A T
- - - - - T T AGT CGAGT AGCGAGT AA T T TGAGT ACAAA T T AGT A - - GAGT AGTGT AAAAC T TGGAGGA T AAA T T TGT T A T AA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T TGTGAGACCCGGT TGAGT AAGCCCCAAAAA T ACCAA T T T T ACAGT AGT T T AGT - - GT AGT AGT T TGGT CGGT CA T T CGA T T C T A T T T TGACGG
GT T AACGTGT TGCC T AC T T T TGAC T A T T A T T A T A T T T C T C T AAACCGAA T TGT AAAAC T TGGAAAA T AAGT T TGT T A T AA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T - - TGAGACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACAGAA T TGT ACGT AA T AA T AA T AAAA T AAA T AGGGT A T T CCCA T T CAAACA T
GT T AAA T CC T T T A T C T T T AA T T T T C T T - - C T T CA T T TGTGT A - - AAAA T A TGT AAAAC T TGGAAAA T AAGT T CGT T ACAA T AA TGC T T T T A T T T A T T CAC - - - - - - - - - - T T TGCA T TGTGAGACCCGGT TGAGT AAGCCCCAAAAA T A T CGA T T T T ACAAA T ACC T AGT CA - - - - - - - - - - - - - - - - - - - - - - - - T T T T A T A T AAAACG
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TE: ltr_1_family_290.fasta.b.bed_uf.bed_g_4.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: 855bp; fragments: 6595; full length: 607 (>=769.5bp)
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No TE domain detected

After TEtrimmer 855 bp
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TE: ltr_1_family_290.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1155bp; fragments: 6595; full length: 0 (>=1039.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_290

 size: 791bp; fragments: 4736; full length: 813 (>=711.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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