
Start crop Point End crop Point

MSA length = 5827
AA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T TGA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T T TGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - AGAACC TGGT ACAGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T AA T AA T T A T T T A T T C TGAAAAAAAA T T AAGC T T A T T CA T AA T ACC T
AA T A T T ACACC T AA TGCAA T AA T AA T CA T AAGCAC TGT T T T AA T AGA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAGA T - TGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T ACA - - A TGGAAA - - C T TGGGCAGCA T A T T C T AGA T T - - - - - - - - - -
AA T AC - - - - CC T T T T C T A T AAGAGA T AGACGAAAAC T AA T AAA T T 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 AGCAAACAACCCCCAGC T AGGT CGCGACAACA TGA T T A T CAAA TGTGT T T T ACAAA T CGC TGT AACA T T T T TGT AA T T T
AA TGT T - - - - - - - - - - - - - - - - - - - - - - AGA T ACAGT AGT 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 AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGTGT T T A T TGCC T
CA T AC - - - GC TGTGT A TGT AAAAAA T TGA T A T A T A T T A T T C T CCCAA 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 T T T - - - T CAC TGGT CGC T CGCAA T T T CGAGAC T A T T CGCA T CGCCG
GGGGT T A T A T CA TGT C TGGGAAACACC TGAAAGAACA T - - - GC T ACCAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T A - - - - T T AAAAA T AC T T T AGCAAA T T A T TGTGCA T T C T - - - GGT T A
AGCA T T T CGCCGT T T T T CAAA T ACA T CCCAAAA T A T T AAAA - - - - - - 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 TGAAAA - - AA T TGC T T T T TGAGAACCAC T TGA T C T T T T C TG - GA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAA T TGGGGAAA - - - - - - - - - - AGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGAC - A T A TGGT AG - - - - - - - - - T CA T AA TGACA T A T T A T - - - - - - - - - - - - T C T
AA T CA - - - - - - - - - - - - - - - AAAGA T AAAAAA - - - - - - - - - - CGC TGA T AAGT 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 CGCGACAC T A T CA - - - - - CAA TGT T T AA T AACAA T T TGACGT A T AC T C T T A T CAAC T
AA T AA - - - - - - - - - - - - - - - AA T T A TGAGCAA T CA T T AA T T T CAC 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 AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T A T - - - - T AA T A T TGT A T AAAAAA T A TGTGC - T A T T T TGA T AAG - -
T A T T T - - - A T CACC TGT TGAAAAAA T AGCAAAA T A T AAAC T T T T C T T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T
GA T AC T ACA T CA TGGA T CA T AA T A T T TGGC T A T AA T CC - - - AGCA T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCA T A - - - - T T AGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGT AC T ACAC T AACA T T T AGGA TGA T T CGTGTGCA T CA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_431.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: 5827bp; fragments: 2799; full length: 1 (>=5244.3bp)
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No TE domain detected

After TEtrimmer 5827 bp
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TE: ltr_1_family_431.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6127bp; fragments: 2878; full length: 1 (>=5514.3bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_431
 size: 3913bp; fragments: 506; full length: 3 (>=3521.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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