
Start crop Point End crop Point

MSA length = 1012
T T T A T AAAGAAACAAGT T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AGAGT TGA T ACGAAA T AC T AGT AACGCGT ACCGCGT - - - - - - - - - - T T AGTGAGCGT AACCGT T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCAAGGT A T T T T A T T ACGAGT T T - - - CGT T AA - - - - AAAAAAA T C T A T
A T T T ACGT C T T C T ACGGAGCGA - - AA TGA T T T AGT TGGCGA T AC T AGT T T - - - - - - - - - - GAA T AGAGT TGA T ACGAAA T AC TGGGAACGCGT A TGGCGG - - - - - - - - - - - - - - - - - - - - - - - C TGT T A T AAGAA T A T AC T AGT T TGT A T CAAC T C T A T T A - - - - - - - - A T T ACGGT CCA TGGT T T AACGC T AA - - - - AAGCA T A TGAGT
CC T AGAAGCGT A T A T T T T AGA - T T TGT T A T C T TGT ACA T A TGT T T AGT T T TGT T T TGAA TGA T T AGAGA TGA T ACGAAA T AC TGGGAACGCA T A TGGCGG - - - - - - - - - - T T ACGGAACGT ACC TGT T A T A TGAAAA T AC T AGT T TGT A T CAAC T C T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T CCAAGCCCAGT T A T T T AAA - T C T T TGT T A T CGT A T ACA T T ACCAA T T T TGTGC TG - - - - - - T AGAGT TGA T ACGAAA T AC TGGCAACGCGT A TGGCGG - - - - - - - - - - T T ACGGAACGT ACC TGT T A T AAGAAAACAC T AGT T TGT A T CAAC T C T A T - - TGCGAGGGGT A T TGC T T T TGT T T T T A - T T A TGT T T T T T AAGAAAAAA T T
T T AGGCGT CGT CCACCCGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T T CGA T A T AGT AGAGT TGA T ACGAAA T AC TGGGAACGCGT A TGGCGG - - - - - - - - - - T T ACGGAACGT ACC TGT T A T AAGAAAA T AC T AGT T TGT A T CAAC T C T A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT TGC T C T C - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AGAGT C T A T ACGAAA T AC TGGGAACGCGT ACGGCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - T A T ACAGT C T CAGGGC T TGC - - - - - - - - - - AAAGCCAGT A T C
GT CAAAA TGT A T CAAGT AAAA - T T TGTGT AGAAAAACAGACCGT T AA - - - - - - - - - - - - - AA T T AGAGT TGA T ACGAAA T AC TGGGAACGCGT A TGGCGG - - - - - - - - - - T T ACGGAACGT ACC TGT T A T T AGAAAA T AC T T T T AAAAAC T AAC T T - - - - - - - - - - - - - ACAC T AAAC TGAA T T AAACGAC TGA T C T CAAAAC TGT CGT T
- - - - - - - - - - - - - A TGC T TGA - - - C T TGA TGCAGTGTGC T TGAC T - - - - - - - - - - - - - - - AAC T AAAGT TGA T ACGAAA T AC TGGGAACGCGT A TGGCGG - - - - - - - - - - T T ACGGAACGT ACC TGT T A T AAGAAAA T AC T AGT T TGT A T CAAC T C T A - - - - - - - - GA TGCAA T A T CGGGA T T CC T ACCGT CGGC T T T AAA TGCAAAA TG
A T C T AAGT AAAGAAC T AAGAAAC T A T CAA T T CAA T AA T CC T CAC T TGCAC - - - - - - - - - - A T A T AGAGT TGA T ACGAAA T A T TGGGAACGCGT ACGGCGG - - - - - - - - - - T T ACGGAACA T ACC TGT T A T AAGAAAA T AC T AGT T TGT A T CAAC T C T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAA T AAAA T C
- T T AAAAA T AGT CA T T T CAAA - - - ACCAC TG - GA T A T AGAA T A T - - - - - - - - - - - - - - - T - - - T AGAGT TGA T ACGAAA T AC T AGGAACGCGT A TGGCGG - - - - - - - - - - C T ACGGAACGT ACC TGT T A T AAGAAAA T AC T AGT T TGT A T CAAC T C T - - - - - - - - - - - - ACA T T A TGGT A T A T T TGA - - GTGGGC T T T AAAAACAACA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AGAGT TGA T ACGAAA T AC TGGGAACGCGT A TGGCGG - - - - - - - - - - T T ACAGAACGT ACC TGT T A T AAGAAAA T AC T AGT T TGT A T CAAC T C T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA T AAAAA T
T A TGACGT TGCGAA T TGTGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T AGAGT TGA T ACGAAA T AC TGGGAACGCGT A TGACGG - - - - - - - - - - T T ACAGAACGT ACC TGT T A T AAGAAAA T AC T AGT T T A T A T CAAC T C T AA - - CGT AAAGT T T AA T A T T T TGCGGA T TGCAGC TGA T T C T CAGT ACAACA T T
- T T CGCCCGCCACA T CC T - - - - - - C T T A T TGT A T TGT A T A T T A T T - - - - - - - - - - - - - - - - - - T A T T A T T A T T A T T AAA T AA TGGAAACGCGT T TGGCAG - - - - - - - - - - T T ACGGAACGT ACC TGT T A T AAGAAAA T AC T AGT T TGT A T CAAC T C T A T T ACACAAGGAA T A T TGT T A T AGT T T T T ACCGT TGA T T A T - AACGCAAC T AC
- T C T ACA T A TGGCA T T T TGAA - - - T T T AAAA TGA T ACAAA T CA T C - - - - - TGT T - TGAA T AA T T AGAGT TGA T ACGAAA T AC TGGGAACGCGT A TGGCGG - - - - - - - - - - T T ACGGAACGT ACC TGT T A T AAGAAAA T AC T AGT T TGT A T CAAC T C T A - - - - - - - - - - - A T AA T ACCCCAAA T A T CA - CGT T AA T T T T AAA T ACAAAA T A
T T T A T AAAGAAACAAGT T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AGAGT TGA T ACGAAA T AC T AGT AACGCGT ACCGCGT - - - - - - - - - - T T AGTGAGCGT AACCGT T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCAAGGT A T T T T A T T ACGAGT T T - - - CGT T AA - - - - AAAAAAA T C T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AGAGT C T A T ACGAAA T AC TGGGAACGCGT ACGGCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - T A T ACAGT C T CAGGGC T TGC - - - - - - - - - - AAAGCCAGT A T C
A T T AGAGT TGCA T A T T T T TGA - - - TGT AA TGTGC T AAAGT A T A T - - - - - - - GT T T T AAA T - - - T AGAGT TGA T ACGAAA T AC TGGGAACGAGT A TGGCGG - - - - - - - - - - T T ACGGAACGT ACC TGC T A T AAGAAAA T AC T AGT T TGT A T CAAC T C T - - - - - - - - - - - - ACCA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T T ACGT C T T C T ACGGAGCGA - - AA TGA T T T AGT TGGCGA T AC T AGT T T - - - - - - - - - - GAA T AGAGT TGA T ACGAAA T AC TGGGAACGCGT A TGGCGG - - - - - - - - - - - - - - - - - - - - - - - C TGT T A T AAGAA T A T AC T AGT T TGT A T CAAC T C T A T T A - - - - - - - - A T T ACGGT CCA TGGT T T AACGC T AA - - - - AAGCA T A TGAGT
CC T AGAAGCGT A T A T T T T AGA - T T TGT T A T C T TGT ACA T A TGT T T AGT T T TGT T T TGAA TGA T T AGAGA TGA T ACGAAA T AC TGGGAACGCA T A TGGCGG - - - - - - - - - - T T ACGGAACGT ACC TGT T A T A TGAAAA T AC T AGT T TGT A T CAAC T C T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_5871.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 1012bp; fragments: 193; full length: 9 (>=910.8bp)
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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 1012 bp
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TE: rnd_5_family_5871.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1319bp; fragments: 196; full length: 0 (>=1187.1bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_5_family_5871

 size: 1024bp; fragments: 232; full length: 5 (>=921.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1024 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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