
Start crop Point End crop Point

MSA length = 5749
CAAC T AA T AA T CA T AAC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAGA T TGGGAAAA - - - - - - - - - - GAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T T AA T T AAGT AAAAAAGT T CGT A T AAA T AAGGGTGT AGA
CAGCCAAGAAAAACAG - - - - - T T T AGT AA T T T AAAAAAAA T - - - T TGT A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - GAGAGAGAGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A T T - - - - - - - - - AAAAAGT T T TGTGT T T AAGTGCC T T T AAC
CGA T AAAAAAGGA T AC T T T T T TGAAACACC TGAAAGA - - - - - - - - - A TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T T AA T T T AGCAAA T T A T TGT TGGCA T T CGT AA T CAC TGC
T CGA T AAAAGAAGCA T T T CGT T CAAA T ACA T CCCAAAA T A T T A - - - - T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T - - - - - - GAAAAAAAAA T T AA T TGC T AAC - - - A T T T TGAG
ACGACCGGGGACA T AC - - - - - TGC TGTGT A TGT CAAAAAA T T A T T T A T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T T - - - - TGGCA TGT CAC TGGT TGGGCGCGCAA T T T CGAG
GGAGT AGA T T A T A T A T T T T T T CA T A T T A T A T T T AAA T ACGA TGT T T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T - - - - - T T AAAAA T AA T T T CAGA T T AAC - AGAGT A T AGA
- - - - - AAGGGAAA T AC - - - T T T A T AAGAGA T AGACGAAAAC T A 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 - - - - - - - - - - GAGAGAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGAC - - - - - - - - - - - - - - - AAAAACA TGA TGG - - - - - - - - - - - - TGAA
CGGT CAA TGAAAA T A T T T T T T TGT AA T C T A T T T AAGAAGAA T A T T T A T A T TGT CAAGAC T T AAA T AGA TGT CAAC T T TGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - GAGAGAGAGAACC TGGT ACAGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T A T AA T T TGAAAAAAAA T T A - - - - - - - - - - T A T T CA T AGT
T TGT CAAGAAACGT A T T T T T T T C TGT T AAA T ACAA T AAAA T T AGT AA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAGAGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T T AA T A TGT A T AAAAAA T A TGTGC T A T TGCAA T T AC T AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAGAGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T T TGA T T CCAGAACAACAAAA T AC TGA TGA T AGCA T AAA
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TE: ltr_1_family_693.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: 5749bp; fragments: 2962; full length: 0 (>=5174.1bp)
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No TE domain detected

After TEtrimmer 5749 bp
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TE: ltr_1_family_693.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6049bp; fragments: 2868; full length: 0 (>=5444.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_693
 size: 3797bp; fragments: 543; full length: 13 (>=3417.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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