
Start crop Point End crop Point

MSA length = 6505
- - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T A T AGA T AC T C T A T - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGCCC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - T A TGT T AC T T AGACG - - - - - - - - - AACGCGT AGGT T A T A - - - - AAA TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACA T AA - - - - - - - - - A T T AC T A T T - - - - T T TGA T T - - - GAAAAAA T A T CCA T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T A T - - - - - - - - - - - - - AA TGT AACGAACC TGT A T CGA T T ACCGCAC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AA - - - - - - - T A T AA T CAC - - - - - - - - - - T T A T T AAACAGA T T ACCA T C T C
AACC T A T CA T AAGGA T A T AAA T T T A T T CA T CA T A T ACGT AA T CGT A - T A T T T CAGT AAA T T TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGT CC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A
- - - - T A T T A T T T AGGT A TGA - - - - - - - T A T T T T AAGTGAAA T AA - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACA T T A T A T - - - - - - - - - - - - - - - - - T T T A T AA T T - - - - - - - - - - - - - - AGC T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAAAACA T AA TGT T AGAGT T A T T - - - - TGT AA T AAGCAAA T AAC TGT T CAGC TG
T - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A - - - - - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGTGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGACGT T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A
CA T T T T CA T C TGT AA T T TGAA T T TG - - AAGA T T A T ACAGT AAA T T A - T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAC - CA T T CCA T ACAC TGAA - - - - - T T CAA T C TGT TGAAAAAAG - - - T A T TGT AACGAACCGGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA - - - - - A T CAAA T T A
T A - - T A T T T CACAAA T AAAA - - - - - - - AAA T CAA T - - - - - - - - - - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T - AAAGAC T T T AA T T A T CCACACGGAAC T C TGTGT AAAAACGT AACA T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A
- - - - T T T C T C T A T CACA T T - - - - - - - - T TGT C T A T AAGT T T TGT - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCACAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAC T A T - - AAAGCGAC T A T CAC T T T T T AA T AGT T A T T TGAAAAA T A T T T AAAAG
T A T T T T T T T T T CAGT T AGAAAGT T A T T AAA T A T AA TGGT AC T T T T AA T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAGT T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T - - - - - - - - - - - - - - - - - C T T T CA T AAGT - - - - - - - - - - - A T T AA T T AC
- - - - AA T T T A T C T AA T CAA - - - - - - - - - AA T A T A T - - - - - - - - - - - - - - - TGT AACGAACC T C T A T CGA T T ACCGCGC TGAGA - - GCCCAGCCC T A T ACC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AA TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - A T T AAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGT AA - - - - - - - - - - - - - - - - - T CA T T A T AA T T T T T AAC - - - - T C T T TGGAAA
T A - - A T A T A T A T A T A T A T AAA T - - - - - A T A T A T A T A T A T A T A T T - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A
- - - - T AC T T T AACA T C T AA - - - - - - - - - CA T A T A T - - - - - - - - - - - - - AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AC - - - A T A T T AAAA T T - - - - - - - T A T AA T T - - - AAAAAAA T C T T AAGA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AA TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - A T T AAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGT AA - - - - - - - - - - - - - - - - - T CA T T A T AA T T T T T AAC - - - - T C T T TGGAAA
- - - - T A T T T T T T T AACAAAA T T T - - - T CAA T A T A T A TGCAA T A - - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGC T CAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T T T - - - GT CA T AAC T C T - - - - - T AC TGT T - - - AGAA T AA T T T T T AA T AA
T A T T T A T T T T TGT A T T A T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGT CC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAGTGT T T - - - - - T A T AA T T T T T - - T T T A T AA T A - - - - - - - - - - - - - - - - - T T A
TG - - C T T TGT C T AGGT AACAA T T T A T T T AGT A T ACGC TGCCAA T - - - T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AC T T T A TGT T C T AA T T A T C T T T T CA T A T T T - - - - - - - - - - - AAACACCAC
- - - - T T T T T T T AGA T T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T - - AA T - T T A TGAC T A T T - - - - T A T AA T T A T T AAAAC T T T A T A T A T T T C
T A - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T T - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGT CC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A
TG - - C T T TGT C T AGGT AACAA T T T A T T T AGT A T ACGC TGCCAA T - - - T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AC T T T A TGT T C T AA T T A T C T T T T CA T A T T T - - - - - - - - - - - AAACAGCAC
TG - - C T T TGT C T AGGT AACAA T T T A T T T AGT A T ACGC TGCCAA T - - - T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T CAA - - - - - - - - - - - - - - - - T T TGT AA T A - - - AAA - - - - - GAAAACC T A
GA T T - - - - - - - - - - - - - - - - - - - - - - T T AA T C T A T C TGT AAAC - - - - T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T - CA T T A T CC T A T CGCGAA T C TGC T T A T T T T A T T AAGAGT T T T AA T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAAAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AAA T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - CACGT C T A T T AAAAA T A T T T A T AC TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - C T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T AC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAGA T A TG
T A T T A T A T A T A T A T A T A T AAA T - - - - - A T A T A T A T A T A T A T A T T T AA T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T T AAAAGC - - - - - - - - - - T T T A TGTGAGT A T CAAAAAA - - ACACACA T A
T A - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T T - - - T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGA - - GCCCAGCCC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAAAGAGAC TGA T AA T AGCACAAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AA - - - - - - A T A T A T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T TGT AACGAACC TGT A T CCA T T ACCGCGC TGAGA - - GCCCAGCCC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAGT A T C
GT T C TGT TGTGCAA T T C T A T AA - - - - - GAAA T T A T C T A TGC T T T - - - T A T TGT AACGAACC TGT A T CCA T T ACCGCGC TGAGA - - GCCCAGCCC T A T AGC - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACA T T A T T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T TGCA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T TGT AACGAACC TGT A T CGA T T ACCGCGC TGAGAGCGCCCAGC T C T A T AGT - - - - - - - - - - T T AAAAGAC T T T AA T T A T CCACACGGAAC T C TGT C T AAAAACGT AACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T A T T A
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TE: ltr_1_family_468.fasta.b.bed_uf.bed_g_1.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: 6505bp; fragments: 8757; full length: 34 (>=5854.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6505 bp
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TE: ltr_1_family_468.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6805bp; fragments: 8748; full length: 30 (>=6124.5bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_468
 size: 842bp; fragments: 4842; full length: 2 (>=757.8bp)
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No TE domain detected

Before TEtrimmer 842 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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