
Start crop Point End crop Point

MSA length = 1698
- A T T T T T A T AGAGAA T A T C T AC TGT T T A T T AAGA T T CCAAA T A TGAG - - - GT T A T TGA TGCAA T T T T A T ACAGA T T T AAA T AAAA T A T AGAAA T CA T C T T - - - - - - - - - - CGC T T CACACACAAAAACGCAAAAA T CGC T T T C TGTGTGGCCGTGGGC T AGGCAAA - - - - - - - - - - - - - - - - GCAAA T CA T AA T - - - - - - - - - - - T T AAA
- A T C T T A T T A T CCA T T A T CCAA TGT T T T T T AAGT A T A T AAA T T CAAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGA T T AGCC T T T T AC T CC T T T CAAAAGCAAAA T A T C T TGCGT A - GAAAC
- A T T T T T A T AGAGAA T A T C T AC TGT T T A T T AAGA T T CCAAA T A TGAG - - - GT T A T TGA TGCAA T T T T A T ACAGA T T T AAA T AAAA T A T AGAAA T CACC T T - - - - - - - - - - CGC T T CACACACAAAAACGCAAAAA T CGC T T T C TGTGTGGCCGTGGGC T AGGCAAA - - - - - - - - - - - - - - - - GCAAA T CACAA T - - - - - - - - - - - T T AAA
- - - - - - - - - - - - - - - TGAGT T T TGT TGA TGT AAA T AA T AAC TGT T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T T T ACACGCAAAA T CGCAAAAA T CGC T T T C TGTGTGGCCGTGGGC T AGGT T A T - - - - T T T TGC T T T CGGGT T A T T C T CGCA - - - - - - - - - - A T T AAC
- - - - - - - - - - - - - - - TGAGT T T TGT TGA TGT AAA T AA T AAC TGT T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T T T ACACGCAAAA T CGCAAAAA T CGC T T T C TGTGTGGCCGTGGGC T AGGT T A T - - - - T T T TGC T T T CGGGT T A T T C T CGCA - - - - - - - - - - A T T AAC
- A T T T T T A T AGAGAACA T C T AC TGGT T AGGAAGA T T CCAAGT A TGAG - - - GT T A T TGA TGCAA T T T T A T ACCGA T T T AAA T AAAA T A T AGAA T T CACC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGA TGAGT T - - - - GACC T TGT A TGA T T T A T AA T - GT T T ACA T AAGAAGC
AA T T T T T A T - - - - - - T A T AAACCGCCAC TGA T AA T A TGAAA T T T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCCGT - - - - - - - - CGT T CCCGT CGAC TGGCGGT AAAC TGCACACAAAGC
- A T T T T T A T AGAGAGCA T C T AC TGT T T AGGAAGAGT CCAAA T A TGAG - - - A T T A T TGA TGCAA T T T T A T ACAGA T T T AAA T AAAA T A T AGAAA T CAC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AA T T AGT T TGT T TGT C T CGGT TGGC TGA T A T T C T T CCGC T TGAACACC
AAGT A T T C T AGAGC T AA T C TGGT A T TGA T T AAACA TGGCGACA T AAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T T CACACGCAAAAACGCAAAAA T CGC T T T C TGTGTGGCCGTGGGC T A TGA T TGAGC T - - - - AAC T T CGA T T AA T ACC T AA T - T AAGGT C T AACCGCC
AAA T T C TGT AAGTGAGA TGT T CAGT T T AA T AGA TGT A TGGA T A TGTGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T T CA T ACGCAAAAA TGCAAAAA T CGC TGT C TGTGTGGCCA TGGGC T AGTGCA TGA T T T T TGGA T T TGTGT CCA TGAAAAACA TGCAAAAGAGACAGG
- A T T T T T A T AGAAAA T A T C T AC TGT T T AGAAGAA T T CCAAA T A TGAG - - - GT T A T TGA TGCAA T T T T A T ACAGA T T T AAA T AAAA T A T AGAAA T CACCA T - - - - - - - - - - CGC T T CACACGCAGAAACGCAAAAA T CGC T T T C TGTGTGGCC T TGGGC T AAGGT T T AA T T - - - - - - CC T T AC T C TGGT AGTGA T - AACCGCC TGACAACA
- GA T T T TGAAAAGAA - - - - - - - - - - - - - - - - - - A T T T AAAGT ACA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T C T CAAACGA T T T T TGAGA T AACGCGCA - AAGT T
AGT T T A T A T A T CAAA TGT T TGC TGT T AAA T AAAA T CAAAAGTGTGAGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCCGT - - - - - - - - - - CCCCAGCCGGCCGACAAA - - - - - - - - - - - - - - - -
GGGGC T AGTGAAGAA T ACA T A T C T T T CAAC T ACGT ACAAAA T A T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T T CACACGCAAAAACGCAAAAA T CGC T T T C TGTGTGGCCGTGGGC T AGT CGGGGGT T T T T TGC T AC TGCGCAACCCA TGAC - A T T TGCAAA - - - - - -
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TE: rnd_5_family_5299.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: 1698bp; fragments: 17487; full length: 6 (>=1528.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1698 bp
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TE: rnd_5_family_5299.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: 2026bp; fragments: 11821; full length: 0 (>=1823.4bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_5_family_5299

 size: 234bp; fragments: 4270; full length: 249 (>=210.6bp)
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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 234 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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