
Start crop Point End crop Point

MSA length = 2535
GGCAA T - C TGTGT CAAGCAAA T AAAAGCCAA TGT T CA T AGT A T TGT A T T A TGGAGGGC T T AAAAAAGGAGGT T T A T CGGCAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - T C TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCAGAA - - - - - - - - C T TGT A T T CA T T T ACAA - - - - - - - GGAC T T CAGT A TGGG
CGC T AC TGC T TGCGAAA T AGA TGGC TGC - - - - - - - - - ACC T CA T AAGC T A TGGAGGGC T T AA - AAAGGAGGT T T A T CGGCAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - T C TGTGCCCAAAA T T T T TGCGT TGGA T T CGCC T CC T CC T T T T AGAC T CCA T AG - - CA T AAACAGACAGT T T T T CA - - - T AAAGT AAAA T T T T A T TGT T AA
AA T T T T - - - - - - - - - - - - AAGT CACGA T - - - - - - - - - AAGCGG - GAGC T A TGGAGGGC T T AAAAAAGGAGGT T T A T CGGCAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - T C TGGGCCGAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T AGGGCA T AC T C T T A T T T T C T C T C T C T C T CAGT AC T AGGA T T A T CAGAAA
TGT T CC T CC T T T T T AAAAAGGTGGCAA - CGACC T AC TGAC T A T T A T AC T A TGGAGGGC T T AAAAAAGGAGGT T T A T CGGT AA TGTGCA T A T T TGAAA T T T - - - - - - - - - - T T TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T AG - A T ACA T ACA T A T AAAAC T T TGC T A T T AAC T AAAAC T A TGACACAAA
GA T T CC T C T T C T T CGT C T CGGT CCC T A - CAAC T T T ACGC T T AA - T AAGT A TGGAGGGC T T AAAAAAGGAGGT T T A T CGGCAA TGTGCA T A T T TGAAA T T T - - - - - - - - - - T T TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T A T - - T AA T AAGA T ACC T T AA T T - - - - - T T AA T T AAAAGT T T AA TGGCGA
AAA T T T - - - - - - - - - - - - AAAACCCAACCGGC TGT T A - - - - - - - TGAC T A TGGAGGGC T T AAAAAAGGAGGT T T A T CGGCAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - T C TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T AGT ACCAAGGGTGA T A TGT C T CC T - - - T T AGGT C T AGCA T TGT T - - - - -
CA T T A - - T CAA T T TGAAAAGC TGGCAA - CGGT T T C T T AGCCA T - AAAC T A TGGAGGGC T T AAAAAAGGAGGT T T A T CGGCAA TGGGCA T A T T TGAAGT T T - - - - - - - - - - T C TGGGCCCAACA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T AC - - CA T AAAC T T ACAA T AAGT TGC T A - - - - - - - - AGT T C T CA T ACGAA
CGA T CC - T CGTGT T AAGT AAA T T CCAA - CCA TGT T T TGA T T AA T TGA T T A TGGAGGGC T T AAGAAAGGAGGT T T A T CGGCAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - T C TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AAAC T CCA T AGT A T T AAGGT T TGCAGAGC T T CAC T A - T AGCGAGCAA T T TGT T ACAAA
CGA T CC - T CGTGT T AAGT AAA T T CCAA - CCA TGT T T TGA T T AA T TGA T T A TGGAGGGC T T AAGAAAGGAGGT T T A T CGGCAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - T C TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T AGT A T T AAGGT T TGCAGAGC T T CAC T A - T AGCGAGCAA T T TGT T ACAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C TGGACACAAAA T T T T TGCA T T CGA T T CGCC T CC T CC T T T T AGCC T CCA T AA - A T A T ACA T A T A T AAAAGA T AA - - - TGA TGGAAAAGAGCA T T C T T CG
CGC T T - - T C T T T T T A TGA - GT T AA - - - - - GA T T T C T T AA T T AA - T AAC T A TGGAGGGC T T AAAAGGAGGT T T T T A T CGGCAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - T C TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T A T - - T AA T AACC T - CAAAGGT CAA T T A - - - - - - - T A T T T T T T C T T CGAG
T AC T T T T C T ACACGAGT T AA T TGAAAGCCGA TGGGT T T AA TGA T AAAC T A TGGAGGGC T T AAAAAAGGAGGT T T A T CGACAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - T C TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T AA - - CA T AAAC T T A TGAAAGT T - - - - - T CGGT T CAAAAGT AACCAAGT A
AGT T CGT CCACGCCACGC - - - - - - - - - - CCACAC T T T ACACAC T ACAC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T A T T A T T T AAA T AA T CA T T AA T T CAC - - - - - - - - - - - GA T T T A T CGGAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T AGT ACCCACACC T A T A T AAC T T T T A T C T CGACGACGA T T T T T T T T CGT A
CGC T T - - T C T T T T T A TGAGGT T AA - - - - - GA T T T C T T AA T T AA - T AAC T A TGGAGGGC T T AAAAAGGAG - GT T T A T CGGCAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAC T A TGGAGGGC T T AAAAAAGGAGGT T T A T CGGCAA TGGGCA T A T T TGAAA T T T - - - - - - - - - - T C TGGGCCCAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C TGGGCACAAAA T T T T TGCGT T CGA T T CGCC T CC T CC T T T T AGAC T CCA T AGAA TGT AGA T AC T T AA - - - - - - - - - - T CAC T T T CAAA T T T T T T AAAAG
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TE: ltr_1_family_987.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: 2535bp; fragments: 3559; full length: 10 (>=2281.5bp)
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No TE domain detected

After TEtrimmer 2535 bp
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TE: ltr_1_family_987.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: 2836bp; fragments: 3265; full length: 0 (>=2552.4bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_987
 size: 4427bp; fragments: 3511; full length: 0 (>=3984.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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