
Start crop Point End crop Point

MSA length = 656
T AACC T CAAA - C TGCGA - - - CA T T CGTGGCAAGGA - C T T C T C T - - - AA T AAGGCAC TGC T CACACGGAGA T ACCAAAA T C T CGGAAAGAC TGAAA T AC T C - - - - - - - - - - CC T AAACGT CAAGT A T CCGA T A T T T CA T T A T CCCCGTGTGAGCAGTGCC T AAAA - AGCGA - - - - - - - - C T C TGA T CAAAAGT CA T T CGTGCAAC T T CA T -
GGAAAAC TGGAC TGGT T C T C T ACACACAGCGG - - - T T T T T T T T - - - CC T AAGGCAC TGC T CACACGGGGA T AC T CAAA T C T CGGAAGGAC TGGAA T AC T C - - - - - - - - - - CCCAAACGT CAAGT A T CCGAGA T T T CAGT A T CCCCGTGT AAGCAGTGCC T AAA T - GGCGAC TGGCCCGT C T T AGT AAA T ACCAA T ACGAGT T C TGT A T T -
T T AAAGAG - - - - - - - - - - - - - - T A T C TGGT AG - - - - - T T T T C - T CAA T T AAGACAC TGC T CACACGGAAA T ACCCAAA T C T CGGAAGAAC TGGAACACAC - - - - - - - - - - CCCAAACGT CAAGT A T CCGAGA T T T CAGT A T CA T TGTGTGAGCCGTGCC T T AGA - - - - - - - - - - - AC T TGACA T T AAAAA T A T T CA T AAA T A T T T T T C T T
- - - AA T CGTGGCAGCGCC T CGT T T C T T AGT AGCAGT C T T CCC T - - - CA T AAAGCAC TGC T CA T ACGGGGA TGT CCAAA T C T CGGAAGGAC TGGAA T AC T C - - - - - - - - - - CCCAAACGT CAA T T A T CCGAGA T T T CAGT A T CCCAGT ACGAGCAGTGCC T AAGT - - - - - GT AGAAGT T CA T T A T T TGAGAC - - - - - - - - - - - - - - - - - - -
GTGCAAAAAGAC T AA T AC T CGAGACGCGGT AG - - - - - - - - - - - - - - AA T AAGGCAC TGC T CACAC TGGGA T ACCCAAGT C T CGGAAGGAC TGGAA T AC T T - - - - - - - - - - CCCGAACGT CAAGT A T CCGAGA T T T CAGT A T CCCCGTGTGAGCAGTGCC T AAGG - - - - - - - - - - - AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T AAAAAA T A T TGCCA - - - CGT T T T TGGCA TGGGCCGT T CC - T T C T C T AAGGCAC TGC T CACACGGGGA T ACCC - - - - - - - - GAAGGAC TGGAA T AC T C - - - - - - - - - - CCCA T ACGT CAAGT A T CCGAGA T T T CAGTGT CCCCGTGT AAGCAGTGCC T T AC T - AGC - - T AGAAGT T T T TGAC T CGAAAAAAAACAAAGT AA T ACGA T C
T T CAAAGAGG - C TGC T A - CC T C T ACGCGGAA T - GA T C T C T T C T T T A T C T T AGGCAC TGC T CACACGGGGA T ACCCAAA T C T CGGAAGGAC TGGAA T AC T C - - - - - - - - - - CCCGAACGT CAAGT A T CCGAGA T T T CAGT A T T CCCGTGAGAGCAGTGCC T T AC T AACCGA T AGAA T T T TGCCA TGGAACAACAGCACGAGT T T T CAGAC -
GT ACAACGT T - - - - - - - - - - CA TGT T T AGCAC - - - - - A T T T C - T AA - - T T AGGCAC TGC T CACACGGGGA T ACC T AAA T C T CGGAAGGAC TGGAA T AC T C - - - - - - - - - - CCCAAACGT CGAGT A T CCGAGA T T ACAGT A T CCCCGTGTGAGCAGTGCC T T AGT - - - - - - - - - - - T T T TGT AA T TGAAA T A T T T CAAAAACA T A T T T T T -
CAGT A T AGA T - C TGCGA - - - T AA T T T T CGCA T - - - - - - - - - - - - - - AGT AAGGCAGTGC T CACACGGGGA T ACCAAAA T C T CAGAAGGAC TGGAA T AC T C - - - - - - - - - - CCCAAACGT CAAGT A T CCGAGA T T T CAGT A T T C T CGTGTGAGCAA TGCC T AAGT AAGCGA T AGAAAC T T ACGA T CCAAA - - A T AA T T AAA T AGT TGGC T T
T T CAGGAACCA T T ACCAC T CC T TGT T T T ACAA - GA T A T T T T C - T T A T T T T AGACAC T T C T CACACGGGGA T ACCCAAA T T T CGGA TGGAA TGGAA T AC T C - - - - - - - - - - CCCAAACGT CAAGT A T CCGAAA T T T CAGT A T CCCCGT A TGAGCAGTGCGT T AA T - - - - - - T A - - - - - - TGAC T T TGAACAAACA TGC T AGT AAC TGGT A T
- - - - - - - - - - AC TGC T T - - - C T TGT T T CGCGAGGA - - - - - - - - T T ACC T T AGGCAC TGC T CACA TGGGGA T ACCCAAA T C T CGGAAAGAC TGGAA T AC T C - - - - - - - - - - CCCAAAGGT CAAGT A T T CGAGA T T T CAGT A T CCCCGTGTGAGCAGTGCC T AAC T A - - - - AA T AA TGT T T AAAA T T AAAAGCC T AAAAAAA T AAAC T T T T -
- - - - - - - - - - - - - - - - - - - - AA T T TGT CGAC T - - - - - - - T C T - T T AGC T AGGT CAC TGC T T ACACGGGGA T ACCCAAA T C T C TGAAGGAC TGGAA T AC T C - - - - - - - - - - CCCAAACGT CAAGT A T CC T AGA T T T CAGT A T CCCCGTGTGAGCAGTGCC T AACAAAGT - - - - - - - - - - T A T T A T ACAA T AGGGAGCGAGT TGGT - - - - - -
T AAAAAAGA T - - - - - - - - - - T T T T TGTGAAA T - - - - - - - - - - - - - - AC T AAGGCAC TGC T CACACGGGGA T ACCCGAA T C T CGGAAGGAC TGGAA T A T T C - - - - - - - - - - CCCAAACGT CAAGT A T CCGAGA T T T CA T T A T C T T CGTGTGAGCAGTGCC T AAGT - - - - - - - - - - - GC T T AGAA T CCAAAAGA TGA T T AAA T AGT TGGC T T
T T T CACCGT C - - - - - - - - - - CGT TGGT CGCA T - - - - C T T T T T T - - - T C T AA TGCAC T AC T T ACACGGGGA T ACCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCAAAGGT CAAGT A T CCGAGA T T T CAGT A T CCCCA TGTGAGC TGTGCC T AAGA - AGT T - T AGT ACC T T AAA T T CGGACGAA TGT AGGAC T CCCAC T T T T
- - - - - - - - - - - - - - - - - - - - T T CAAGTGGCGG - GA - - - - - - - - - - - CC T AAGGCAC TGC T CACACGGGGA T ACCCAAA T C T C - - - - - - - - - - GAA T ACCC - - - - - - - - - - CACAAACGT CAAA T A T CCGAGA T TGCAGT A T C T T CGCGTGAACAGTGCC T AAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - AC T TGGAC - - TGT T AA TGA TGG - - - - - - - - - - - - - - T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCAAACGT CAAGT A T CCGAGA T T T CAGT A T CCCCGTGTGAGCAGTGCC T T T T T - - - - - A - - - - - - - - T AC TGT T T AACA - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - AC T A T AAC T CCA T A T T TGGCAAGAA - - - - - - - - - - - CCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCAAACGT CAAGT A T CCGAGA T T T CAGT A T CCCCGTGTGT CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_3880.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: 656bp; fragments: 121; full length: 38 (>=590.4bp)
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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 656 bp
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TE: rnd_5_family_3880.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: 956bp; fragments: 121; full length: 0 (>=860.4bp)
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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_3880

 size: 659bp; fragments: 190; full length: 44 (>=593.1bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 659 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



0 100 200 300 400 500 600

ORF1

ORF4

ORF3

ORF2

Before TEtrimmer ORF and PFAM domain plot
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PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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