
Start crop Point End crop Point

MSA length = 796
T C T AGT ACAGA T ACGA T T AC TGGAC T T - - - - - - - - - - - - - - GGT A T AC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T T T TGT C T T AGT TGT TGA - - - - - - - - - - T T CGC TGAGAAGAGGCACC T CAAGAAGAAGA T AA T T AAGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AGT - - - T CA T CA T CA T CA T A
- - - - - T ACAACGA T T A T AAAACGAGA T - T T AAA T AACA T AAGA T ACGC TGA TGA T ACGT T C T A T T AGC T CACAGCGAAGC T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T CGC TGAGAAGAGGCACC T CAAAAAGAAGA T ACAACGA T T T AAAA T T C T AACCACAA T T T C T C T TGA - - GGAAACAGACA T TGAGGT A T AA T T AGTGGT
GT T AA T CCAACGGAGA T T AA T T AA T CCA T T AA T T AA T CCAACGGAGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T CGC TGAGAAGAGGCACC T CAAGAAGAAGAAGG - - - - - - - - - - - - - - - - CGCAGCAGTGT T T ACAAA - - - - - - - - - - - - - - - - - - - - - AAA T AAC T A T T
C TGGGTGT AAAGGTGAA TGGGGA - - - - AAAACGCAACA T AAGA T ACGC TGA TGACACGT T C T A T T AGC TGACAGCGAAGC T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T CCC TGAGAAGAGGCGCC T CAAGAAGAAGAAAC T AAAAGGT AA - - - - - - - - - AGT AAC T T C TGT T AG - - - - - - - - - - - - - - - - - - - A T T T A T AAGT AAA
- - - - - T ACAACGA T T A T AAAACGAGA T - T T AAA T AACA T AAGA T ACGC TGA TGA T ACGT T C T A T T AGC T CACAGCGAAGC T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T CGC TGAGAAGAGGCACC T CAAGAAGAAGA T ACAACGA T T T AAAA T T C T AACCACAA T T T C T C T TGA - - GGAAACAGACA T TGAGGT A T AA T T AGTGGT
C TGGGTGT AAAGGTGAA TGGAG - - - - - AAAACGCAACA T AAGA T ACGC TGA TGACACGT T C T A T T AGC TGACAGCGAAGC T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T T CC TGAGAAGAGGCACC T CAAGAAGAAGAAAC T AAAAGGT AA - - - - - - - - - AGT AAC T T C TGT T AG - - - - - - - - - - - - - - - - - - - A T T T A T AAGT AAA
C TGGGTGT AAAGGTGAA TGGGGAGA T C - T T AAACAACA T AAGA T ACGC TG - TGACACGT T C T A T T AGC TGACAGCGAAGC T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T CGC T AAGAAGAGGCACC T CAAGAAGAAGGTGT - - - - - - - - - - - - - - - - GC T AAGGGC T T T TGT T TGT - - - - - - - - GGCAC TGA - ACACCA T T CACA T A
C TGGGTGT AAAGA TGAA TGAGGGA T C - - T T AAACAACA T AAGA T ACGC TGA TGACACGT T C T A T T AGC TGACAGCGAAGT T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T TGC TGAGAAGAGGCACC T CAAGGAGAAGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C TGGGTGT AAAGGTGAA TGGGGAGA T C - T TGAACAACAGAAGA T ACGC TGA TGACACGT T C T A T T AGC TGACAGCGAAGC T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T CGC TGAGAAGAGGCACC T CAAGAAGA TGAAGGT - - - - - - - - - - - - - - - TGCAAAAGCAA T T ACAAA - - GGAAACGGTGGT T - - - AA T AAA T C T C T AGT
T T T A T T A T ACAGAAGAA T T A T TGTGT T - GGT T T CGACA T A T T T T AGT C T A - - - - - - - - - - - - - - - - - - - - - - - - - CAGGT T C T A T T AGC TGAGT TGT TGA - - - - - - - - - - T T AGC TGAGAAGAGGCACC T CAAGAAGAACA TGT T TGCA T A T AAAA T T C T T ACAC T A T T T T TGACCGA - - - - AAA TGGA T A T TGAGTGAGAA T T AGTGGT
C TGGGTGT AAAGGTGAA TGGGGAGA T C - T T AAACAA T A T AAAA T ACAC TGA TGACACGT T C T A T T AGC TGACAACGAAGC T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T A T ACCGGA TGGTGCA T CG - - - - - - - - - - - - - - - - T CAAACCC T T A TGC T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T C T C TGAGAAGAGGCACC T CAAGAAGAAGAAGAAGAAACC T - - - - T T C T TGAACAAGT T T T AAAC T ACAGGCCACAAACA T A - - - GCGT AAACAGCACA
T CAAGT A TGGAAA T C T CCACGA T A TGGAACGCACAAA TGCGGGT A T T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGC TGAGAAGAGGCACC T CAAGAAGAAGAAGA T CA - - - - - - - AA T AC - TGAA T CA T TGT C T ACCCC T AGGGAACAAA T AGCGAGC TGT CCC TGGCCA T
A T TGACAC T TGGGT CGGT AAAAA T T A T - T T AAACAACA T AAGA T A TGC TGA TGACACGT T C T A T T AGC TGACAGCGAAGC T T CC T T ACAAGAGC TGT TGA - - - - - - - - - - T T CGC TGAGAAGAGGCACC T CCAGAAGAAGAAGAGGAAAAA T T CAG - - - - - - - - - - - - - - - - - - - - - - - GGAAAGCAAAAAA TGAA T T AAAA TGAGAAAG
- - - - - T T T CGAGAAGAACAGA TGGAC T AC T CA T CA T CGAAAGGAAGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGC TGAGAAGAGGCACC T CAAGAAGAAGAAGCCGGGA TGAAACA T T C T CACCA T AC T C T T T CGAGA T AAAAAAAA - - - - - - - - - - - - - - - - - - - - - - -
T AAAA T A T ACACGGGAGT T AGCGT T C T A T T C TGT A T T CAGAAGAACA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGC T A TGAAGAGGCACC T CAAGAAAAAGAA T T A T T AC T A T A - - - - - - - T A T AGTGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - C T T AAGGGACA T AAAGGGCCA T CC T T T T CCGT T T AAAA TGT T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGC TGAGAAGAGGCACC T CAAGAAGAAAGT A T CAACACA T A T AGC T A - AAC T AAAGTGT CAAAACGT AGGGAGCAGACA T AGG - ACAC T A T AGGCC T T
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TE: rnd_5_family_8974.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 796bp; fragments: 903; full length: 49 (>=716.4bp)
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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 796 bp
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TE: rnd_5_family_8974.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1101bp; fragments: 902; full length: 0 (>=990.9bp)

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_8974

 size: 445bp; fragments: 473; full length: 86 (>=400.5bp)
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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

Before TEtrimmer 445 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)T
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