
Start crop Point End crop Point

MSA length = 765
T T C T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGGT CAC TGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGT T TGGT AGT AC T T T - - - - - - -
C T T CAAAGAGTGCC T A TGT C T AC T C T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGACA T CGAAAGGAA TGCGGGCAAAAAA - - - - - - - - - - - - - - - - - - T TGCCCCGT TGT C TGAGA T CCA T T TGT CAGAC TGT AAC - - - - AAC T T CCC T T CA T A - C TGT CGAC T T - - - - - - TGGT A T CAA T AAAGAAAA T
- T C T AAGGT T ACAGGT T ACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T A T C TGACAAACGGA T AAGAAGCAGCGAAAGGAA TGAGGGC - - AAAA - - - - - - - - - - T C T T ACCGT TGCCCCGT T A T T T CAGA T CCA T T TGT CAGAA T TGTGCGT T T AAC T T CC TGT AA T A - - - - - - - AAA T C TGACA TGAAC T TGACA T T AAGAA -
GT T T AAGC T T T T TGGT T T T A T C T CA T T AGGT A TGTG - - - - - - - - - AGT AGT A T T A T C T AACAAACGGA T AAGAAGCAGCGAAAGGAA TGCGGGCAAAAAA - - - - - - - - - - T T T T ACCA T TGCCCCGT T A T T T CAGA T CCGT T TGT CAGT C TGT AA - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T T T CA TGT AA T A T CA T T T T AAAAGAA
C T T TGAAGT TGCAAAACA T T T C T AC T AGAA - - - - - - - - - - - - - - - - - - - T T A T T A T T TGACGAACGGA T C TGAAGCAGCGAAAGGAA TGCGGT A - AAAAA - - - - - - - - - - CC T T ACCGT TGCCCCGT TGT T T CAGA T CCAC T TGT CAGAC TGT AAG - - - - T AGGGGTGAGGGT AC T T ACCGACC T T T T T TGTGAAAGTGAAA T T T AAAGC
- - - - - - - - - - - - - AAGT AGA T C TGT CAA T - - - - - - - TGGGA T CA T A T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T T ACCGT TGCAC TGT TGT T T CAGA T CC TGT TGT CAGAC TGT A T AC T T T T ACAGT A - - - GGT A T C TGCCG - - - - CACA TGT CACA T T CACA TGCACAGT
T T T T AA TGGAAAA T T T T A T T T T TGGC T AA - - - - - - - - - - - - - - - - - - - - - T A T T A T C TGACAAACGGA T C TGAAGCAGCGAAAGGAA TGCGGGC - AAAAA - - - - - - - - - - CC T AGCCGT TGCCCCGT TGT T T CAGA T CCA T T TGT CAGAC TGT A - - - - - - - - - - - - - - - T AGT A - T CG - - - GCA T - - - - - - TGGAAGT AC TGGGGA - - - -
T T CC T AA T A T T CC T T A T AC T A T A T A T T A T A T AAC T A T CAAAC T A T AGAC T T A T T ACC TGACAAACGGA T C TGAAGCAGCGAAAGGAA TGCGGGC - AAAAA - - - - - - - - - - CC T T ACCGT TGCCC TGT TGT T T CAGA T CCA T T TGT CAGAC TGT AA - - - - - - GGCGGC T A T CACA - - - - - - - ACA T - - - ACGCGACGGCGACGA - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA - - - - - - - - - - C T T T ACC - CC T T CCCGT TGT T T CAGA T CCA T T TGT CAGGC T TGT AA - - - - AAA T A T AACGAGT A - - - - - - - ACA T CAGT T T TGAAA T T TGT T T AGCAA T T
CCCCCAACCCCCCC T A T A T A T CCGCC T C TG - - - - - - - - - - - - - - - - - - - GT A T T A TGTGACAAACGGA T C TGAAGCAGCGAAAGGAA TGCGGCA - AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAAAGT AAAA T - - - - - - -
T T C T CCGT C T T AC TGA T AAA T C TGT C T A T A T A T C TGT CGAAC T A T A TGT A T A T T A T C TGACAAA TGGA T C TGAAGCAG - - - - AAGGA TGCGGACAAAAAA - - - - - - - - - - CC T T ACCGT TGCAC TGT TGT T T CAGA T CC TGT TGT CAGAC TGT A T AC T T T T AC TGT A T AC TGT A T C TGCCG - - - - CACA TGT CACA T T CA T A TGCACAGT
T T C T CCGT C T T AC TGA T AAA T C TGT C T A T A T A T C TGT CGAAC T A T A TGT A T A T T A T C TGACAAA TGGA T C TGAAGCAG - - - - AAGGA TGCGGACAAAAAA - - - - - - - - - - CC T T ACCGT TGCAC TGT TGT T T CAGA T CC TGT TGT CAGAC TGT A T AC T T T T AC TGT A T AC TGT A T C TGCCG - - - - CACA TGT CACA T T CA T A TGCACAGT
T T C T CCGT C T T AC TGA T AAA T C TGT C T A T A T A T C TGT CGAAC T A T A TGT A T A T T A T C TGACAAACGGA T C TGAAGCAG - - - - AAGGA TGCGGACAAAAAA - - - - - - - - - - CC T T ACCGT TGCAC TGT TGGT T CAGA T CC TGT TGT CAGAC TGT A T AC T T T T AC TGT ACAC TGT A T C TGCCG - - - - CACA TGT CACA T T CACA TGCACA T T
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TE: rnd_5_family_5696.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_ce.fa_gs.fa_bc.fa
 size: 765bp; fragments: 1261; full length: 67 (>=688.5bp)
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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 765 bp
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TE: rnd_5_family_5696.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: 1065bp; fragments: 1065; full length: 0 (>=958.5bp)
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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

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_5696

 size: 178bp; fragments: 370; full length: 111 (>=160.2bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 178 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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