
Start crop Point End crop Point

MSA length = 403
- - - - - - - - - - A T T T C T CA T CCA T T T C T A T C T CAGT T T T C T CGACA T T ACC - - - - - - - - - - GAGT T A T A T T C T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AA T T T T AAAA T T CAAC T CCAGT TGT - - - - - - - - - - - - - - - - - - - - - - T T T T T TGAAAAC TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T ACAAAA T ACC T TGA T A T T A T T - - AA TGACGAGT T T AAC T AAAGAGAA - - - - - - - - - - - AGT T A T A T T C T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AC T T T CAAAA T T T AAC TGGAGCAGT - CGGT AGGA T ACA T A TGGAAAAA T CCAGAAAAAGTGT CAAGAA T TGCA T C T TGGT CAGCGCAAAC TGA T C
AA T ACAAAA T ACC T TGA T A T T A T T - - AA TGACGAGT T T AAC T AAAGAGAA - - - - - - - - - - - AGT T A T A T T C T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AC T T T CAAAA T T T AAC TGGAGCAGT - CGGT AGGA T ACA T A TGGAAAAA T CCAGAAAAAGTGT CAAGAA T TGCA T C T TGGT CAGCGCAAAC TGA T C
AA T A - AAAACAC T T T AGT T T T T T T CAAACAGA T AGT C T A T AAAAAGCGT T - - - - - - - - - - GAGT T A T A T T C T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAGT T AA T T T CAAAA T T T AAC TGACGT T C T - - GT T AAAA TGCAA - - - - - - - - A T AC T T CAAAA T T AACAA T T A TGT AA T TGT TG - - - T CAGGT AGT AA T T
- - - - - - - - - T T T T T T CAA T T T A T T - - - - - - - - - - - - - - - T T AAAAA TGT T AAA T T T T A - - GAGT T A T A T T C T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AAC T T CAAAA T T T AAC T CCAGA T C T ACC T T AAAA T AC T T T CGGA - T A T A T T A TGAAAAC T AC TGT ACAA T T AAC T T T CA - - - - - - - - T A T T A T AA
AA T - - - - - - - - - - - - - - AA T CA T T TGAA T CA T T AA TGT T AAAAAAGT A T C - - - - - - - - - - GAGT T A T A T T C T A TGCA T T AAGA T AA T A T TGT T C T AA T AA - - - - - - - - - - GAA T T AAC T T CAAAA T T T AAC TGGCGCAGT - CGGT AGGA T ACA T A TGGAAAAA T CCAG - AAAGGTGT CAAGAA T TGCA T C T T - - T CAGCGCAAAC TGA T C
GAGG - CAAACA T T T T T CAAA TGT TGA TGT C T T TGT T T CACAAAAAA TGT A - - - - - - - - - - GAGT T A T A T T C T ACGCA T T AAGA T AACAC TGT T C T AC T AA - - - - - - - - - - GAA T TGAC T T CAAAA T T T AAC TGT AGGGGAAAA TGAAAAG - - - - - - - - - - T T A T T A TGT AA T AC T TGAAAA TGT T T T T T C T CCGT C T AAAGGAAGT ACC T
AA T CCA T AGAAGA T T AAA T T T AGAGAAACAAAAAG - - - - - AAAAAC TGAA - - - - - - - - - - GAGT T A T A T CC T ACGCC T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AACGT CAAAA T T T A T C TGTGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CAAAA T T T AA T AGAAAAA T A T T T T T T - - - - - - - - - - - T T AGT A
- - - - - - - - - T A T T T T CAA T T T A T T - - - - - - - - - - - - - - - T T AAAAA TGGT AAA T T T T AC - GAGT T A T A T T C T ACGCA T T AAAA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AAC T T CAAAA T T T AAC T CCAGA T C T ACC T T AAAA T AC T T T CGGA - T A T A T T A TGAAAAC T AC TGT ACAA T T AAC T T T CA - - - - - - - - T A T T A T AA
- - - - - - - - - - A T T T C T CA T CCA T T T C T A T C T CAGT T T T C T CGACA T T ACC - - - - - - - - - - GAGT T A T A T T T T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AA T T T T AAAA T T CAAC T CCAGT TGT - - - - - - - - - - - - - - - - - - - - - - T T T T T TGAAAAC TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGCA - AAACGA T T C T - - - - - - - - - - - - - - - - - - - - - - - C T AAAAAA TGCAAGA T T TGAAAGAGT T A T A T T C T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AA T T T CAAAA T T T AAC TGGCGCAGT - GGGT AGGA T ACA T A TGGAAAAA T CCAGAAAAAGTGT CAAGAA T TGCA T C T TGGT CAGCACAAAC TGA T C
- - - - - T AAACAGT T T AAAAA TGAAAAAAA T T C TGT AACA T AGA T A T T AAAAAA T T T T AAAGAGT T A T A T T C T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AAC T T CAAAA T T TGAC T A TGGGCGT - - - - - - - - - - - - - - - - - - - - TGT A T C T T T T T T A TGT A T AGGGTGT CCCA T T T TG - - - GT TGAAA T CA T AC
- - - - - T ACACA T T CCAAA T A T ACCAAAA T C T CAAAA T CCCAAA T T T TGT C - - - T T TGT AGGCAGT A T A T T C T ACGCA T T AAGA T AACAC T C T T C T A T T AA - - - - - - - - - - GAA T T AAC T T CAAAA T T T AAC T CGA T T T AAACGT AAACA T AAA - - - - - - - AA T A T CC T AGAAA T TGCCA T TGTGT TGGGAC TGTGCAACACAAGA T A T AA
AA T A T CAAA T A T T T T AAAA T T C T T AAAACCCC T AGT T T TGAA T T AGCGT T - - - - - - - - - - AAAA T A T ACCA T A T T T C T T AGGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AAC T T CAAAA T T T AAC TGGCGCAGT - CGGT AGGA T ACA T A TGGAAAAA T CCGGAAAAAGTGTGAAGAA T TGCA T C T TGGT CAGCGCAAAC TGA T C
- - - - - AGGACAGT T AGAAA T CA T T AGT AA T AAAAGC T CACAAC T AA T T T C - - - - - - - - - - - - - - - GCA T T CAGAGA T T CAAGA T CA T A T TGT T C TGT T AA - - - - - - - - - - GAA T T AA T T T CAAAA T T T AAC T CAAAGACG - C TGT TGAA T - - - - - - - - - - - - A T CGA TGA TGA T T T AGGCGAGGT CAA T CCC T A T TGGCCCGT AC T C T T C
- - - - - T AAACAGT T T AAAAA TGAAAAAAA T T C TGT AACA T AGA T A T T AAAAAA T T T T AAAGAGT T A T A T T C T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AAC T T CAAAA T T TGAC T A TGGGCGT - - - - - - - - - - - - - - - - - - - - TGT A T C T T T T T T A TGT A T AGGGTGT CCCA T T T TG - - - GT TGAAA T CA T AC
GT T - - GAA TGACAA TGA T T A TGTGGAAAC T ACAAG - - - - - T AAAA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T T AAC T T CAAAA T A T AAC T T AAGAGA T - - - - - - - - - - - - - - - - - - - - - - T T T T T T A T T CAC T AGT A T A T AA T T T AA T T T T T - T ACGT T AGT A T ACCG
- - - - CAAAA T A T T T T T CA T T C T T TGC T A T ACC T AA - - - - - ACAAA T AGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA - - - - - - - - - - GAA T T AAC T T CAAAA T T T AAC TGACCA T CCAA T CCAGT A T A - - - - - - - - - - - T T T T T T T AAAA T T AA T AA T T T AAGAGGA T CAA - - - AGAAGAAA TGA T A
AGAA - GGAGCA T C T T TGA TGCGTGT AAGT CC TGTGT ACAGAAAAAA TGA T AAAGA T T AAAAAGT T A T A T T C T ACGCA T T AAGA T AACA T TGT T C T A T T AA - - - - - - - - - - GAA T T AGC T T CAAAA T T T AAC T CC T ACAAAGAAA T AA - - - - - - - - - - - - - AC TGT T C TGAA T CCC T ACAAAAC T T T T A T T T AAA T AAA T A T AAAGCAAAC
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TE: rnd_5_family_14206.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: 403bp; fragments: 47; full length: 13 (>=362.7bp)
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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 403 bp
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TE: rnd_5_family_14206.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: 715bp; fragments: 45; full length: 0 (>=643.5bp)

TE consensus (bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_5_family_14206

 size: 843bp; fragments: 77; full length: 21 (>=758.7bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 843 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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