
Start crop Point End crop Point

MSA length = 5790
GT T T AAAGGT AAAGAAA T AAAC T T T - - - T A TGT T T T T T A T ACAA T T C T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGA T T T AAGGA T T T A - - - - - - - AAAA T T CCAAAGACA TGT T A T T T CAAA T CCC TGAA T T T
GT A TGA TGT AGAAAA T CCAAA T AA T T - - - - - - - - - CA T A T ACA T T A - T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T CA T T T A T - - AA T T TGAAAAA T A T AGAGGT T TGAA T T T A T AAA T T A
- - GAAA T AGGGAAGAAACGGA - - - - - - - - - - - - - - - - - - - - - - A T - - T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T A T AC T CA TGAAAGCGT AGAAA TGGA TGCC T A T AGA - T CAGGAA T T T
GC TGGAGGA T AC TGGGGT AGA T ACCCA T TGT T T T - CCCAAA T AA T TGT A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A T AC T T T T A T - - - - - - - - - - - - - AGT AA T T C T TGGT A T - - - - - - - - - -
GT T CGAGAAAA T T CAAC T A T A T T T T CA T T A T T T T T C T AAAAC - - - - A T A T TGT CAAGAC T T AAA T A T AGGCCAACC TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A TGT T T T T A T AAGGT T ACAAGCAAACA T T T T T A TG - - - AA TGAA T T T T
- - T CAAGAAAAA T AAAGT AGT T C T T TG - - - - - - - - - - - - - - - - - - - A T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAGA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGAC - A T A TGT T T T T - - - AAA T T TGAA TGAAAAA T T T T - - - - - - - AA T T AC T T T T
G - T AAA T AAAAAAAAA T TGGACA T T - - - T A T T C T T - - - - - - - - - - - - T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAACCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T T T AAGAAAAA T A T T T T T A T A TGT T C T AAAA T T T
GT T T CGT A T AAA T AAGGTGGACAC T TGT T A T T A T - A TGA T A T AGT T A T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T - - - - - - - - - - - - - - - - - - - - - - - - T T CGT C T AGT T - - - - - - - - - -
G - T AAA TGACC T CAA T A T AAA TGT T T AA T A T T T T T - - T ACA T A - - - - T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A TG - - - - - - - - - - - - - - - - - - - - - - - - - T T T T A T A T A - C T TGT AA T A T
- CAAAAAGAAC T T CAA T T T T A T TGT TGT T ACA TGT C T CGCA TGA T T A T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T - T AC T C - - A TGC T TGA T A TGA T T AGT T CGTGCGT CCGGT TGA T T C T
- T T AGGGAGGA T T CAAGAAAACAGCCA - - - - - - - - C T TGAACA - - - AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACA TGA T A T AC T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - T AAAGT AAAA T AAGC T AC T T TGAAA - - - - - - - - - T AAAA TGAC - A T A T TGT CAAGAC T T AAA T A T AGGCCAACC TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T - T T A T C - - - - - - - - AC TGT CAAGGA T T T - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_1064.fasta.b.bed_uf.bed_g_3.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: 5790bp; fragments: 2796; full length: 0 (>=5211bp)
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TE: ltr_1_family_1064.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 6092bp; fragments: 2108; full length: 0 (>=5482.8bp)
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TE: ltr_1_family_1064
 size: 4758bp; fragments: 634; full length: 1 (>=4282.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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