
Start crop Point End crop Point

MSA length = 6165
AAC T AAAGA T A T AC TGGGT T T T T T A TGT T A T T TGT TGA - A T TGT A T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCGA T AAAAGAAGT ACCACCAGT A T AGT TGAGGA - - - - - - AAGT AA T ACCC - - T T CACGGAA T T T T AC - - -
T AC T CGGCAC T CC T CGCGT - - - - - GT A T T CC T AGT C TGGACCCGA T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTG - - - - - - - - - - - AAACA TGCAA T TGCC T AC TGCCA - AC T AGCCGGCAGTGA - - -
T AA T T A TGA T T TGTGT TGCGGTGT A T A T A T T T T AA T TGA TGGT T TGA T AC TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T ACAA T - GAAAA T A - - - - - - - - - - - - - - - - - GT T AGT A T A T T AA TG - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T AGT TGA - - - - - - A T T T CA T T T T AAGGAAA TGAC T T AAAAA TGG - - -
AA T T TGGT AAA T TGGGT A T ACGT AA T A T T A - - - - - - - - - - - - - - - - A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A T T T AA T A T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T - - - - - - AAAAA - CGTGT A T TGGGACA - - AAAAA T A T A TGACGA - - -
T A T C TGAAAA T CA T C T AAAA - - - - - - - - - - - - - - - - - - - - - - - AA T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T AA T - - - - - - - - - T T T A T A T T A T T A T CC - T T AAAGA T T T T C T AC T T T
- - - - - - - - - - - - - - - - - - - - - T C T A T ACCCAAAAA T CA - - - - - - - - - T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACA T T A T A T A - - - AA T CAAC T T AAGT CCAAGTGA - GT CA T T AAAAAA T AA - - -
T T T T TGT T A T T T T T T T T T AA T T A T T T A T T AA T A T C T T T A T T T AA T AA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - - - - - C T T AGGA T TG - AAAGC - - GA T CAGAA - - -
C T T T CAGGA T A T T CCAGA T A - - - - A T A T CC T T T - - - - - - GC T AGA TGT A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T A TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAGT A T T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - A T T T T CCA T A - - - - - T AA T A - - - - - - - - - - - - - - - - A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - AGCGGGTGCAAAC T T T AA T A - - GTGA T CAGGTGA T T A - - -
T AA T TGGT AAAAC T AA T AGAC T AAAAGT C T A T AA T T T T AAA T AA TGA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T AGA - - - - - - - - - A T T AAA T T ACGA T AA - A T AAC T AGGT CAACA - - -
AACAGGA - - - AGTGGCCGAA T ACAA T CC T AA T T T A TGA - - - - - - - CA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T T - AAAAA T CGT T T T AAC TGAAAAA - - A T AAAAAAGT T A T AGC T T
- - - - - - - - - - - - - - - - - - - - - - T T ACA T TGT CAGT T C T A T A T T C T T A T AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T T - - - - - - - - - A T T A TGT T A TGGAAAA T TGGA T A T A T T AGAA T T T
GAA T CA T CA T A T CGTGCA - - - - - - - - A T TGCCAAGT CA - - - - - - - - - T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACA T T A T T AC - AAA TGTGA T A T TGA T - - - - - - - - - AC T AACAA T T T A T AA - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T AGAGA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T T - AAAAC T AA - - - - - - - - - - - - - - - GGT CAC TGAA T AA TGC T T T
T A T A T A T A T A T A T A T A T A T A T T A T A T A T A T A T A T A T A T A T A T A T A T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T ACCACAAAAAA TGA TGT T CA T T CCAGCGA - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T - - A T A T A T A T ACAGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T A T AAACA T A - - - - - - - - - - - - - - - - - T T CAA T AAAGAAAGA - - -
- - - - - - - - - - - - - - - - - - - - - - T T AAA T AC T T AAGAAAAAGAAGGT A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AC T - - - - - - - - - T T T T T A T TGT T A T T AAACAAAC T AA T T AAGA - - -
T T T T T AAAGGT T AGGT CA T - - - GT C T ACCCA T A TGT T AAC T TGGC T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A - - - - T ACGT A T A - T A T T T A T A T C T C T C - - T C TGCAA T A T AA TGG - - -
GAGT CA T T T T T CCGCCCAC T TGGC T CC T T CC T T AA T C TGGTGTGACA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACACAGT CA T - AAAAC TGAA T CAGGC - - - - - - - - - A T C TGCAGA T CC T AA - - -
TGT CAAAAA T T T A T T T AA T A T T ACA TGT AAA T A - - - - - - AACAAC TGT A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAGT A T A T A - - - - - - - A - TGT CAA T AC T AAA T - - T T AAA TGGA T AGAAA - - -
T T T T T AAGAGAGA TGAGA T A T T ACA T A T T CGT A T T T T A - T T T AA T AA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A TGAA T AAAA T T A - T T T AAGT AA TGTGG - - T T AAGCAAA TGGGGG - - -
A T T T TGAGAAAAAAGCC T T A - - - - - - - - - - - - - - - - - - AAA TGCAAA T AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T C T AAAAAAA T AAAA T ACA T T AGAAAA T AA T AACAAAA T AACA T T T C
CGGT TGGCAAACCGC T CGGC - - CCACC T T T T T AGGT T ACA T T T CACA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - T T A T T T T T TGGT T T - - - - - - - - - T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACA T T A T T T A - AAAAACAAAA T ACA T - - - - - - - - - T TGAAC TGAAAGAGG - - -
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TE: ltr_1_family_1033.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: 6165bp; fragments: 1395; full length: 0 (>=5548.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6165 bp
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TE: ltr_1_family_1033.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6466bp; fragments: 1404; full length: 0 (>=5819.4bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_1033
 size: 1055bp; fragments: 214; full length: 1 (>=949.5bp)
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Before TEtrimmer 1055 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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