
Start crop Point End crop Point

MSA length = 7555
T T A T A TGAA T T T AA TGAAAACACCGT CC T T T CA - - - - - - - T CACGCCACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T T T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGGAAAA T T T - - - - - - - - - - - - - - - - - - - - - - ACAAA T T T T AGA T T A T
T AAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGC TGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT TGTGCAAAA - - - T T T A T AAAC T AAAA TGAC T AA T A T CAGAAAAA T T A T C T
T AACG - - - - - - - - - - - - - - - - GAAAGT TGT T AA - T - - - - - - - T T CCCA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T ACGT AA - - - T T AACA T CC TGA T A T C T AA TGT AA T CACGGTGT AAC T T
- - - - - - - - - - - - - - - - - - - - - - - T T T T AGT T T AC T - - - - - - - T ACACA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T T T T T T T AA T AAC TGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T T A - - - - - T AGAAAAGT C T AAGAAAA T T A T A T TGA T - - - - - - - T A T
T AGT T CACAAAAAAAAA T A T CAC T T A T AC T T AA - - - - - - - T T A T T CCA T C TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T - - - - - - - - - C T T A T T T AGC T ACGT T CGT T T AA T T T ACC T T CA T T T A T
- AA T ACC T T T AAAA TGAAGT AAA T T A T ACACCA T T - - - - - GGT T AACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGT TG - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGTGA T T T AA TGT
AA T T A TGAA T T TGGAAAAAAAAA T T T T AA T T T T - - - - - - - - - - - - - - GT T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AGT T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - A T TGA T - - - - - - - - - -
TGC T A T ACCAAAAA T AC T AA T T T CCA T TGA T T A - - - - - - - CC T T CACGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGCA T A - - - - - T T AAAAA T CCA T T T T T C TGA T - - TGGCCA T AACA - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT CCACACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGCAACA T T T - - - - - - - - - - - - - - - - - - - - - - GCAAGCAAAACA T AC T
CAAC - TGT ACGCA T A T A TGAGAA TGCC T TGAAA - - - - - - - T T C T CACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGT - - T T T T T T A T T A T T T T T T ACGA T C T A T - T CAA T AC T AA T T AC T
- AA TGC T C T AAAGAAGAAAAAAAC T T T AAA T T A - - - - - - - T T A T T ACA T T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAA T T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGAAAA T T T T A T
T AA T A TGAA TGAAA - AAA T A TGA T AGT TGT T T A T T C T T T C T C T T TGCACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACAGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T
- AA T AAA - - - - - AGCGGT T T TGA TGT CGA T - - - - T T T T T T AGGTGGCAC T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAC T AAAA T - - - - - T A T AACA TGGGAGTGGGCAA - - C T AAAAGC T T A T C T
T AAC T TGGA TGCCGT AC TGAGAAGGCCA T A T AA - - - - - - - - - - - - ACACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGTGT C T T T TGT T A T AA T T C T T T C T CC T T T A - - T AAA T AAAGAACA T T
TGAAA T C T C T A T AA - - - - AAGCAGT A T TGT T AA - - - - - - - T T T C TGCA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T AAAA - - - T T T A T AA TGT CACAC T A T T T AA - - TGACAA T AA T A TGT
- AA TGCAA T T C T AGTGA T T AAAGT T T T T A T T - - - T T C T T TGAAAGCCAGGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAGGA - - - - - - - - - GA T AAGCCACGA T T A TGT AA - - - - GT A T CC T T T TGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T CGT AC T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T AC T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACA T AACA T AA T T T
- AA T AAGGT T T - TGAGGT AAGTGT T T TGGTGT A T A T T T A TGGT T CCAA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGT CAAC - - - - - T A TGCAA TGA T T T T T T A T AC - - TGAGAAGA T TGT A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAAAA T ACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGT CA T AAAA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAAAA T ACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGT CA T AAAA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAACA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T AAAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T AC - TGT A T ACGT A T A TG - - - - - - - - - - - - - - - - - - - - - A T T T T ACA TGTGT T A T ACAACGT T T T T CCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGT A T - - CCA T T AA T AA T T A T A T T T TGT T TGT - T T A - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T TGT A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT TGT AAAAGA T T T T T TGT AAGT A T C T CC T T A TGTG - - T AA TGA T A T T T T A T
TGTGGAGACC T CAA TGGCA - - - - - - - - - - - - - - - - - - - - - AA T AAACACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACACAA T A T T A - - - - - - - - - - - - - - - - - - - - - - T T CCGTGA T C T A T TGC
- AA TGT AAACAGACAA TGAAA T AGT T CAGACGA - - - T T C T A T T T AACA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGAC T T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T A T AA - - - - - - AAAAA T T T A T T TGC T T TGG - - - - - - - - - - - - - - - -
T AA T A T T AA T A - - - - - - - - - TGA T CC T TGT T T A - - - - - - - - - - - - - GA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T AAAA T T T T T T A TGCA T T T A TGT T T T A TGT - - T AA TGT T A T AA T A T
- AGTGGAA T T T CAAAGA T AGT A T T T T TGA T T T A T TGT T T C - - - - - - - ACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGAAA T A T T T TGTGT AA - - - - - A T A T AAGCAA - - TGACACAC T T C TGT
T AGC T T AGTGGTGA TGA TGAAC T T T A T TGT C T C - - - - - - - T CGT CCCA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A TGT AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AA TGAGAAAC TGT AAC TGAA T T T T C TGT AA TGT C T - - - - - T T T T ACC T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CC T A T - - - - - - - - - - AAACCA T T CAGC T T T C T AAA T T CA T - AAGCA T T T C
- - - - - - - - - - - TGGTGT T A T T TGT T T T T A T T AA - - - - - - - T T T T ACAA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGCAAA T - - - GC T A T A TGAC T A T A T T A T A T T T - - - - - - - - - - - - - - - -
T AACGTGAACGTGTGTGTGCGT T A T T T TGAC T T - - - C TGTGAAACACGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGT CAC T - - - T T T A T AAA TGT A T TGAGACCGA T T TGT AA T T AC T T T A T
- ACGACAGC T ACA T AAGGAAAAA T AA T CAC T AAA T T T T T T - T T T CGCA T T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T T CC T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AA TGCC T C T C T TGTGAAAGT A T CC TGCGT T TGT T T T T T T - - - - - ACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T T T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGA T T - - - - - GT T CCA T TGCGCCCC TGT T T - - CGAAACGC T A T T AG
T AA TGCC T C T C T TGTGAAAGT A T CC TGCGT T TGT T T T T T T - - - - - ACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T T T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGA T T - - - - - GT T CCA T TGCGCCCC TGT T T - - CGAAACGC T A T T AG
- - - - - - - - - - - T AAAAC T AA TGGT T TGT T A T TG - - - - - - - AAAAGGAGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AGTGT T A T C T C T T T T AACAGT T T A T T T T A T T T A T A T ACAAAC TGA T T T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T - - - - - - - AACGCACC TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACC T - - - - - - - - - - AAAAA T T T CCGA TGAC T AAGGT AA T CGGACGC T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT T T AA TGTGT T A T ACAACA T T T T CCCA T AAGAAC T A T A T AAAAAAACA T T A T T C T CA - - - - - - - - - - AGGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGT AAAC - - - T T T ACAGAAAAAAA T ACGT T A T A T T AGCGT AC TGCGT T
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TE: ltr_1_family_743.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: 7555bp; fragments: 626; full length: 77 (>=6799.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7555 bp
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TE: ltr_1_family_743.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7855bp; fragments: 628; full length: 76 (>=7069.5bp)

TE consensus (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_743

 size: 7123bp; fragments: 278; full length: 78 (>=6410.7bp)

TE consensus (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 7123 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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