
Start crop Point End crop Point

MSA length = 642
AAA T AAAGACAA TGGAAGT CCGAAA T T A T T T T AA T T T AAA T AAGT AC T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGT T TGAGAGAGAGAACC TGGTGT AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGTGAC - - - - - - - - - - - - - - AC T A T T A - T AACCAAA T A T T T T A
ACA T A T AAA T AAA T AGT A T ACGT T A T AAAGT CAAAG - - AC T TGT T CGT A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGA T TGAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGAC - - - - - - - - - - - - - - - - - - - - - - AGT A T AAA T A T T A T C
- - AAAAAAACAAC T ACC T ACC T A T ACGT A TGT AGGT T - C T A T C T T A T T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGA T TGAGAGAGAGAACC TGGTGT AGCGACCC T AGCAAGCAACCCCCAGC T AGGT CGTGACGAGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T A T T T AAA T C T T T A T AGCA T A T T A T T T T T T T T A T CGGGACCAGC T C T CC TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGA T TGAGAGAGAGAACC TGGTGT AGCGACCC T AGCAAGCAACCCCCAGC T AGGT CGTGACA T T A T A T T A T T AGT T CC T A T CA T AACGT AACGT AACG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T TGT T TGAGA T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGA T TGAGAGAGAGAACC TGGTGT AGCGACCC T AGCA TGCAACCCCCAGC T AGGT CGTGACAA T A T AAAAAA TGT AA T T T TGA T T T A T T AA T T T T A T A
T AGT AAAAACC - - - - - AAC TGAA - - - AC T T T T AAAGT AAA T T A T T AA T A T TGT CAAGAC T T AAA T AGA TGT CAACA TGGGT T T AGA T CAAA T TGGG - AAA - - - - - - - - - - T T TGA T TGAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGTGACAA T A T AAAA T AGT T A T T - - - - - - - - - - - - - T A TGA T A
GT ACA T AA T T T T CCGA TGCACGT - - - - - - - - - - - - - - - CA T CAA T CA T A T TGT CAAGAC T T AAACAGA TGT CAAC T TGAGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGA T T AAGAGAGAGAACC TGGT AGAGCGACCC T AGT AAACAACCCCCAGC T AGGT CGCGACGAGGCGCCGT TGGT T C T T T T AA T T T CCCAA T T TGA T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC TGCCAAGAC T T AAA T AGA TGT CAAC T TGAGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGA T TGAGAGAGAGAACC TGGTGT AGCGACCC T AGCAAGCAACCCCCAGC T AGGT CGCGACAA T ACA T CGT TGA T ACGAC T AAC T T CC T AC T AA T T T C
GAAGAAAAGT C T C TGAAGC TGAAGT T A T T T T AAA T T CACCC T A TGT A T A T TGT CAAGAC T T AAA T AGA TGT CAA T T TGAGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGA T TGAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACGGTGT A T T A T T TGTGC T T T T T - - - T CCCAA T T TGA T C
T TGC T AGGGT CGC T A T ACCAGGT T C T C T C T C T CAA T CAAACCA T T T A TGT TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGA T TGAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGA T AA T A T AA T A - - - - - - - - - - - - GA T AACGA T T T CAGT C
- - - - - - - - ACA T ACAAAA TGGGAGTGA T C T T CAAAGC - - - - - - C T AA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - T T TGA T TGAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAGCAACCCCCAGC T AGGT CGTGACAA T A T ACAAC T T AAAAAA T T A - - - T T T AAAAA T A T TG
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TE: ltr_1_family_70.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 642bp; fragments: 1077; full length: 120 (>=577.8bp)
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No TE domain detected

After TEtrimmer 642 bp
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TE: ltr_1_family_70.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 942bp; fragments: 1031; full length: 0 (>=847.8bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_70
 size: 644bp; fragments: 877; full length: 249 (>=579.6bp)
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Before TEtrimmer 644 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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