
Start crop Point End crop Point

MSA length = 463
T T CGCC TGTGC T C T C T T AGC T T CAGC - - - - - - - A T TGGGT T AAGGCCGT T T T ACAGT TGAA T T T T ACC TGCGT ACAAGAAAAGT T CGCAA T T T T AC T TGC - - - - - - - - - - AGAAAAC TGCGAA T TGCAGAAAC T C T TGCCGAC TGT AAAACGCC T AA TGAGT A T T A T - - - - - - - - - - - - - - - - T T T AG - - - - - A T CA T TGGT AACAGC T T
- CAAGAAA TGAAGT AA TGGT ACCAC T T AAAAAA T T T AAA T AA T TGT T T T ACAA T T A T TGAA T T T T AC T TGCGTGCAAGAAAAGT ACGCAA T T T T AC T TGC - - - - - - - - - - AGAAAA T TGCGAA T TGCAGAAA T T C T CACCGACAGT AAAACGC T TGAAAA T T ACAA TGAACAAAA T T A T CCGCC T T AA T T A T CGTGA - - AA TGAAA T T T T
C T A TGAA T T AAAA TGACAGA T ACA T C TGT CAC - - - - - - - - - - - - - - T C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAAGT TGTGAA T TGCAGAAAC T C T TGT CGA T TGT - - AACCC T T A T AAA TGT T TG - GAA T AAAAAAAAACAA T T T AA - - - - - - - - - T AAAAGT T ACA T T
T T AGTGTGCGT T T T T A T A T AA T T A - - - - - - - - - - - - - - - T T AAGGCCGT T T T ACAGT TGAA T T T T AC T TGC T TGCAAGAAAAGT T CGCAA T T T T AC T TGC - - - - - - - - - - AGAAAA T T T CGT A T TGCAGAAAC T C T T T AGAAA T AGACA - - - - - - - - - - - T T A T T AGGAA T AACA T TGT AAGA T T T AG - - - - - T ACACCGC T AAGAAA T T
- CGT CAGT TGACA T CCAAAAGT ACAGAAAAAAA T ACCACA T AAGGT CGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAA T T T T AC T TGC - - - - - - - - - - AGAAAA T TGCGAA T TGCAGAAAC T CCCGCC T AC TGT AAAACGC T AAAAAAC TGT C - - - - AC TGT CGT A T A T T C T T T TGC TGGA T ACA T CAACA T CA T C T T
T T AC T A T T AGAAC T AC T AAAAGCCAC T AAGAC - - - - - - - - - - - - - - CCAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAAA T TGCGAA T TGCAGAAAC T C T TGCCGAC TGT AAAACGC T T A - AAA T A T T T - TGAACAAAAC T T T ACGT T C - - - - - - - - - - - - CCGAAACGA T ACG
- T AGCA TGTGA TGCGA TGGTGGGA T C TGT T AAACAAGAA T T AA T T CCGT T T T ACAGT TGAA T T T TGC T TGCGTGCAAAAAAAGT T CGCAA T T T T A T T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T AC T T T CCAAA TGT T CA T T CA T A TGCCA T T
T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAA T C T AAAAGCCGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAA T T T T AC T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAA T AA T T TGC T T T TGC TGT A - - - - T T T CCGAA TGT T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAAGT T T CGAA T TGCAGAA T C T C T TGCCGA T TGT AAAACGC T T AAAAA TGGGCA TGAGCCA TGT AA - - TGGT CCAGT AGT C T AAGT T CAGA T AAGC T T
CC T A T A T A TGACC T T AAAAAA T AACC T AGAAAAA T T CAGT AA TGGCCGT T T T ACAGT TGAA T T T T AC T TGCGTGCAAGAAAAGT T CGCAA T T T T AC T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGAGT T A T T TGA T T T AA T T ACA T T CA T TGA TGT AA T T T T
AGT CA T T T TGGCC T T TGA T T A T CA T CCGT CAAAA T CAAAAA T T T A T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACCA - CGCC T A T A T AGA T T AGT T T C T T TGC T TGT T T CGA T AAAGAC T T
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TE: rnd_5_family_4029.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: 463bp; fragments: 318; full length: 21 (>=416.7bp)
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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 463 bp
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TE: rnd_5_family_4029.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: 774bp; fragments: 134; full length: 0 (>=696.6bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_4029

 size: 491bp; fragments: 296; full length: 2 (>=441.9bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 491 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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