
Start crop Point End crop Point

MSA length = 6788
AACGA - - - - C TGA T C T T T AGGA - GTGA T T AA - - - - T AGGAAC - T AAA T AC TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACA - - - - - - - - - - - - - - - - - - - - - - - T CCACCA T CGT T T AAAAA T T T ACAAAC
CGAAAGAGGT T AAAC T T T AA - - - A T AA T T AGT T T - CCGA - - - - T AAA T TGTGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAGT A T - AACGAAC T T A T - - - - T T T CCAAGT T T T ACACACAAC T T TGCAGTG
CCAGA - - - - - - - - - - - - - - - - - - A T AAC T AA T T A - GAGG - - - - - AAA T AGTGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACA - - - - - - - - - - - - - - - - - - - - T T AG - - - - - - - - A T T T A T AACC T T A T - - - -
T A T A T A T AA T A T A T A T A T A T AA T A T A T T AA T T T A T T A T A T A T A T AAG - A T TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T A T A T
T A T T A - - - - A T AAGACA T TGAC T - - - - - - - - - - - AAAAACAC T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAGT - - - - - - - - - - - - - - - - - - - - - - - - CA T A T AA T A T A T AA TGT CA T - - - -
TGAAC - - - - T T AAAC TGCAGGGT A T TGGT AA T CG - CAAAAAA T - - AA T A T TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - TGACGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACA T AGT - AAC T C T T A T A T T - - T T AGAAGTGAA T T A T CAAAAC T T CAGT T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT T T - T AGA T A T C - - - - - T T TGT TGGA T CC T A T ACC T T CC T CCCA T CC T T CAC T C T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T AGT T C T CGCCCGT AACAA T A T AA T CAGT AA T A T T T - - - - - - - GAGAAGCCGT T A TGA T ACAGT T A TG
AACGA - - - - C TGA T C T T T AGGA - GTGA T T AA - - - - T AGGAAC - T AAA T AC TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAGT - - AGGT T CA T A T A T T T - T T TGT AGAGAA T T A T T T AAAA T T C TGTGAAC
TGTGA - - - - GTGT A T A T C T T T - - CGAA T T CA T CGA T AAAAGA T T AAA T A - TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - TGACGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAAA - - - - GT AGT ACCA T T - - - - - - - - - - - - - - AGCGT AAAAC T T A T T CC T A
CAAGG - - - - - - - AA TGT T AA T - - A T AA T CAAGT A - T AAGCC T - T AAGCGGTGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAA - - - AAA T A T T T A T A T - - - - T T TG - - - - - - - - AC T T C T A T T T T T T TG - - -
- - - - - - - - - GT AGAA T T T A T AC T - - - - - - - - - - - - T AAAAAAA - - - - T AC TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACA T AGGACGTGTGT CAA T T T ACACAAAGAGAAGAACGCAGGA T C T TGAGAAC
T A TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAGAGTGCAAAAAGTGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACA T AGT AGCGGCGGGCA T T T - CC T A T AA T AAAAAC T T AGGAGT T T TGT A T AA
- - - - - - - - A T T AAGGCCCAAA T T - - - - - - - - - - - - CAGGT A T A - - - - - TGTGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCC T T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAAC - - AAA T AA T CCAGT C T AA T A T CAAAGT T C T A TGAA T CGC TGAA T CC T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA TGAA - - - - - GC TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAAC TGAGCCC T T A T A T T T C T CGCCCGT AACAC T - - - - - - - - - - - - - - - - - - C TGA T A T T T AA T ACA T AAAA T T A T A TGGCA
AGCAGAAAAACAAA TGT CGAAA T A T AGT T AAC T AACAGACAAC TGAA - GGTGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - TGA TGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAA T A TGAAGT AAAAAA T C - - T T T T AC T TGTGC T AC T TGT AA T T T T - - - - - -
AGAA T - - - - T T T T A T T T T TGT - - - GT A T T T A T CA - T AAACGCGT ACA - A - TGT TGGA T CC T A T T CC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T T T A T T T C T CGCCCGT AACAGT C - - - TGAAA T T AA T T A - T TGGA T AGAGGGT AGGTGGCGC T CA T T AA TG
AG - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T A - T T CCCGTGT - - A - A T TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACA T T T T AAAGAA T T ACA T T T - T CACACGGGAA T AAAGT AAGAC TGAC T C T TG
- - - - - - - - - - - - AAC T AAAG - - - AAAA - - AG - - - - CGGA - - - - T T AA T A T TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - TGA TGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAAGT T AAACGGGT T T A T T T - T T T T CAGTGT CCCA T C T A T T T CA TGACA T T A
T AAGA - - - - - - - - - - - - - - - - - - A T AACGT A T T A - T AAA - - - - - - - A TGC TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAA T - - AAA T A TGCAAA T - - - - T T T AAGGA TGT T A T T C T TGGT CC TGT T A T A
CAAAAAAACA T AAGA T T T AGAA - - - - - - - - - - - - - T AAAGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T CAA T T A T CGT T T T T T A T T AAAAA T A T AA T A T A T T CAA T A T T AGA TGA
AAAAA T AAAA TGGT CA T T AA T A T A T A T T T AA T T AA T AAA T CC T - - - - - A T TGT TGGA T CC T A T CCC T T CC T CCCA T CCC T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAAC T T ACCCCCGT AGA T T T A T T T A T AACA T A T T T T A TGC T AAC T CA TGA T T
TGTGA - - - A T TGT A T T T T A T AAC - - - - - - - - - - - A T AAA T A T T - - - - - AGTGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT A T A T A T AAA T A TGT AA T A
AACCA - - - - GAA T AA T T T AAAA T - - - - - - - - - - - A T AGACGC T T AAA - - - TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACA T T T A - - - - - - - - - - - - - - - T TGAA T ACA T A T T T T A T AGAAAA T AA T T A T T
TGAACA T T AC T AA TGC T T AAAA T A T AAC T AAC T AGCAACCGT T TGAG - AC TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T A T A T
AAA T T - - - AGT C TGTGT T AA T - - - - - - - - - - - - - ACAAA T AAG - - - - - GGTGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - T AAAGGCA T T CACCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAAA - - - - - - - - - - - - - - - - - - - GGGTGT A TGT T AAACAAAACACCACA - - -
AGAAA - - - - GAAGA TGA T AA T - - - GAA T T T AC T A - AAAA - - - - - AAA - A T TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT - - - - - - AA T T T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAAG - - - - C T T AA T T T T AGAA - - - - - - - - - - - - A T AAGTGGA - - - - - GT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGAA T AAAAGAAAGA T T T A T AA - - - - - - - - - - - - - T A T A T A TG - - - - - A T TGT TGGA T CC T A T CCC T T CC T CCCA T CC T T CACCC T AAAAACC T T AGTGG - - - - - - - - - - TGACGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAACCA - - - - - - - - - - - - - - - - - - - - - - - - CA T CAC TGAGTGCGCCGTGACG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAA T A - - - - - GA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAAAACA T C T AAA T T CAA T T A T AA TGTGTGT A T TGGT CAAGC T T T A T AGA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACAGAGT AA T CAGTGCAAGT AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAGGCA T T C T CCCC T TGAACCGAGCCC T T A T A T T T C T CGCCCGT AACGAAA T AA T T AA TGT CA T T AGT T AAGT ACGT AC T CA T CGA T T AC T CA T AAAA
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TE: ltr_1_family_756.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: 6788bp; fragments: 856; full length: 15 (>=6109.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6788 bp
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TE: ltr_1_family_756.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7088bp; fragments: 856; full length: 12 (>=6379.2bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_756
 size: 5808bp; fragments: 789; full length: 5 (>=5227.2bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 5808 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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