
Start crop Point End crop Point

MSA length = 6386
AC T ACA T AGGCGT AAA T T T T CA T AAAA T TGT - AAA TGGA T A T AA T CA T T T TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAAC - - - - - - - - - - T A T A T T AAA TGCGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T A - - - - - - - - - - - - - - - - AAA T A T T AAA T AC T AG - - - - - - - - - AGTGTGTGA
GC T T CAC - - - - - - - - - - - - - - - - - - - C T TGT - A T A T TGGT AA T A T CGAC - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAAC - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T A T T - - - GC T C T TGT T T T T A T T CC TGGAGAC TGG - - - - - - - - - - - - - T T T CA
T A T AGAA T TGT T C - A T A T T T CA TGAAAC TGT AGAA T AAAAAAAGC T AC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T T T TGA
AGT T AAA T T AA T AAAAAAAACAAAAAACAAAA T AAAAAAAGT A T T T T T T - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGAAA T A T T T CAAAC - - - - - - - - - - T T T A T T AAA T T CAA T T AAAA T T T AA T ACGC T CAGGC T T T T TGGT ACCA T AC - A - - AGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - T CAC T CA - - - - - - - - - - - - - - - - - AAGAA T AA TGAA - - - - - - G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T AAA T T C T A T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T A T AAC T AAAA T AAAGGTGAGT T T T A T AAGGT - - T AA T T - - - - AACGT TGGC
AA T T T AA T T AA T T A T AA T AC T AAGAA T T T A T ACAGT T AAA T TGC T TGGTGTGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T CAAAC - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA TGTGC T CAGGC T T T T TGGT ACCA T A T T A - - AGT A T CCA T T T T AGT CGT AGCA T A T AC T AA T CAC T T CC T T TGGAA
T AC TGAA T TGTGGGAAGT T T CA T A T AA T CAGGAAGGT AAAGGAA T T A T TGTGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T CAAAC - - - - - - - - - - T T T A T T AAAA T CGA T T AAAA T T T AA TGTGC T CAGGC T T T T TGGT ACCA T ACA T T TGT TGT AAGGT AGA T T T CGAAAGGACGC TGA T T - C T T T AAACGAAA
- - - - T AGT T AC T T - - - - - - T TGT AAA T T T A T - CAGC T AAA T T A - - - A T T T TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T CAAAC - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA TGTGC T CAGGC T T T T TGGT ACCA T AGT A T T AA TGT AAAC T TGAAGT AAA T AA TGT T C T AA T T A T T T T A T T T A T AA
T T T AAACC T AC T T TGGT T T C - - - - - - - - - - - AAGGT T T CAACAA T T - - - - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T CAAAC - - - - - - - - - - T T T A T T AAAA T CGA T T AAAA T T T AA TGTGC T CAGGC T T T T TGGT T CCA T TGT - - - ACA T T T AA T A TGGT T A T A TGT A T A TGT T AA T T AC T T AGAA T T T AA
T T T ACAA - - AC T T AAAGT T T - - - - - - T T T T T - A T AA T AAAA T A T T T AG - - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAC T TGGTGGT T CAGGAGT AG - - - - - - - - - - - - - CACAA
T T T ACAA - - AC T T AAAGT T T - - - - - - T T T T T - A T AA T AAAA T A T T T AG - - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T T T T CGA TGTGAAACAA T AA - - - - - - - - - A - T T T T T T A
T T T A T AA - - GC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAAC - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T AAG - - - - C T A T ACAGGCAA - - - - - - - - - - - - - - - - - - - - - - - - A T T T T AA T
T A T AGAA T TGT T C - A T A T T T CA T AAAAC TGT AGAA T AAAAAAAGC T AC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T AAAA T CAA T T CAAA T T T AACGCGC T CA TGC T T T - T AGT ACCA T ACAA T T AA T AC T T AGT AAAAAC T A T AAACACGT - - - - - ACCCAGCC TGT AA
T T T ACAA - - A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C - AGA T A T A T T T T AAAC - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T A T A T - T AC T A T T AGAGC T ACAA T T T AAAAA T A T CA T T T A - T T AAA T T TGAA
AGTGAAA - - A T T T - - AA T T T - - - - AGGT T A T - GGT T CAA T ACAGT TGCAGTGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAAC - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T AC T - - - CC T A T CAACGT AAGAA T AAGGAAA T C T - - - - - - - - - AACGT TGGA
AA T T A - - - - - - - - - - - A T T T - - - - ACC T T A T CAAA T T AAAC T AGT T AA TGTGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C - AGA T A T A T T T T AAAC - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T T CAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_653.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: 6386bp; fragments: 1437; full length: 0 (>=5747.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6386 bp
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TE: ltr_1_family_653.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6688bp; fragments: 1430; full length: 0 (>=6019.2bp)
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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_653

 size: 2981bp; fragments: 307; full length: 0 (>=2682.9bp)
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No TE domain detected

Before TEtrimmer 2981 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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