
Start crop Point End crop Point

MSA length = 641
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CGT AAGCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCC TGCAACC T AGA T TGCCCC TGCGGT AGGCGTGTGAGT AGCCCGC T T T A - - - - - - - - - - - - - - CGAGAGAAAA T - - - - - - - - - - - - - - - - - - - - - - -
T A T AGT T TGT T AGAGC T AAAAA T AAAA - - T T A T A T CGT CGGT T T AAGGC TGC T AC T CACACGCC TGCCGCAGGGGCAA T C T AGGA T TGTGT CCC T TGA T T - - - - - - - - - - TGCC T TGCACCC T AGA T TGCCCC TGCGGCAGGCGTGTGAGT AGCCCAC T T T ACAAAACACAC T CGACAAACGAA T AAA T T T TGAA TGCA T T - - - - T T T AA
AAAAC T C T T T T T AAGT AAAAAA TGC - - - T C T T CGT ACCGT T C T T AAGGCCGC T AC T CACACGCC TGCCGCAGGGGCAA T C T AGGGT AGTGT CCC T TGA T T - - - - - - - - - - TGCCC TGCACCCGAGA T TGCCCC TGCGGCAGGCGTGTGAGT AGCCCGC T T T A TGA T A T T - - - - - - - - TGGAAAGT AAA T T A T CAA T ACA TG - T A T T TGAC
AA T A T T T T T C T - - - - - - - - - - ACGT - - - T T T CCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CC TGCACCC T AGA T T ACCC T TGCGGT AGGCGTGTGAGT AGCCCGC T T T A - AGCGAC - - - - - - - - AAAA T AACGAA T AA T T TGT T T A T T - T A T T TGTG
AA T T T T - - T T T T AAAGGT T CGA T T T AA T T T T CAAAAAAAGT CGT AC T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCCC TGCACCC T AGA T TGCCCC TGCGGCAGGCGTGTGAGT AGCCCGC T T T AGAGCA T C T T T C T C - TGGACCAA TGAGT CAGT C T TGCAGTGAA T T CC TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAGAC T AAAGGCCGC T AC T CACACGCC TGCCGCAGGGGCAA - - - - - - A T TGTGT CCC T TGA T T - - - - - - - - - - TGCCC TGCACCC T AGA T TGCCC T TGCGGCAGGCGTGTGAGT AGCCCGC T T AG - - - - - - - - - - - - - - CAAA T TGGGACGCAGT T T T T CAGTGC T ACC TGCG
CA T A T - - - T A TGAAAC T CGT AGTGT - - - - TGC TGTGA T A T AC T AAAGCGGGC T AC T CACACGC T TGCCGCAGGGGCAA T C T AGGGT TGTGT CCC T TGA T T - - - - - - - - - - TGCCC TGCACCC T AGA T T ACCCC TGCGGCAGGCGTGTGAGT AGCCCGC T T AA T AGT ACC T AC T AGG - T AGT T CAAAAGT T T C T T A T T C T CA T T A T T T CA T
- - - - - - - - CGTGACAAAGAAAACA T - - - T TGT AAAGCCCGC T T AAAGCGGGC T AC T T ACACGCC TGCCGCAGGGGCAA T C T AGGGT TGTGT - - - - - - - - - - - - - - - - - - - TGCCC TGCACCC T AGA T TGT CCC TGCGGCAGGCGTGTGAGT AGCC TGC T T T A - - - T AC T T T T T TG - - - - - - - - - - GAGT T T T T T A T C T C TG - - - - - - - - -
T A T T C T T CC T TGA T A T T C T CAGCA T A T TGACC TGCAGT T T CC T T AAGCGGGC T AC T CACACGCC TGCCGCA - GGGCAA T C T AGGGT TGTGT CCCC TGA T T - - - - - - - - - - TGC T C TGCACCC T AGA T TGCCCC TGCGGCAGGCGTGTGAGT AGCCCGC T T T A TGA T A T CC T T T T T - - AAGTGT CCAGGT T T CGCA TG - - - - - - - - - - - - -
AA TGT A - - T A T T ACACAA T AAACA T AA T AA T ACA T AGGAGGGT T AAGCGGGC T AC T CACACGCC TGCCGCAGGGGCAA T C T AGGGT TGTGT CCC T TGA T T - - - - - - - - - - TGCCC TGCACCC T AGA T TGCCCC TGCGGCAGGCGTGTGAGT AGT CCGC T T T ACAGCGACC T ACAGG - - - - - - - - TGTGT T CCCC T T T C T TGGT A T C T CA T
T A TGT T T T T T TGAAGGACA TGAGGT - - - - T CCAA T C TGAAAA T AAAGCGGGC T AC T CACACGT C TGCCGCAGGGGCAA T C T AGGGT TGTGT CCC T TGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC TGCGGCAGGCGTGTGAGT AGCCCGC T T AA - - - T A T CGT T TGTG - T AA TGAAAA T A T T T T C T T T T CGCA - - - - - - - - -
- - - - - - - - - - - - - - - - A T T T T A T A T AA T T T T C T A - - - - - - - - - - AAGCGGGC T AC T CACACGCC TGC TGCAGGGGCAA T C T AGGGT T T TGT CCC T TGA T T - - - - - - - - - - TGC T C TGCACCC T AGA T TGCCCC TGCGGCAGGCGTGTGAGT AGCCCGC T T T A T TGT AGA T T A T AGGCAA T C T AA T C TGT CCC T C T T T C T TGGT A T C T CA T
- - - - - - - - - - - - - - - - GCAGTGTGA - - T T T T ACAC T CAGAAC T T AAGGCCGC T AC T CACACGCC TGACGT AGGGGCGA T C T AGGGT T A T A T CCC T TGA T T - - - - - - - - - - T T CCCGGCAGCC T ACA T TGCCCC TGCGGT AGGCGTGTGAGT AGCCCGC T T AAGAGCAGAAGCAAGG - AGAGGAGAGAA T T T CCACA T T T T A - - - - - - - - -
AGT AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AA T T T T AAGGCCGC T AC T CACACGCC TGCCGCAGGGGCAA T C T AGGGT TGTG - - - - - - - - - - - - - - - - - - - - TGCCC TGCACCC T AGA T TGCCCC TGCGGCAGGCGTGTGAGT AGCCCGC T T T A T AGT T T CCA T T A T - - - - A T T TGT AAGT T T C T AGT T T T T T - - - - - - - - -
AA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T CC T T AAGGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCC TGCAACC T AGA T TGCCCC TGCGGCAGGCGTGTGAGT AGCCCAC T T T ACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AACA T AA T - - - - - - - - -
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TE: rnd_5_family_10954.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: 641bp; fragments: 319; full length: 7 (>=576.9bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 641 bp
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TE: rnd_5_family_10954.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: 941bp; fragments: 319; full length: 0 (>=846.9bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_10954
 size: 750bp; fragments: 312; full length: 31 (>=675bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 750 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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