
Start crop Point End crop Point

MSA length = 1006
T ACCC T A T T T T T A T T T T A T ACAC T A TGCAGTGT TGCCA T T C T A T T T A T T T T T T AC T AAAACC T TGGT T AAAAACAC T A T A T CAACAAAGTGGT T CAAAAC - - - - - - - - - - CACAA T T CCGT A T ACC T CGT T CCAC TGTGCGCCGTGCCGGT T ACA - T A - - CGCA T T AAAA T AA T A T TGAAA T C T T T T - - T AAGAA T T T TGGT T T A TGCAC
T T C T CAA T A T T CGGAA T T - - - - - - - - - - - - - - - TGACA T TGT A T T A T T T T T T T AA T TGAACAC TGA T TGAAAGTGAAA T T T T AGAAAAGGT A T T TGAAA T - - - - - - - - - - CACA T T T CCGT A T ACC T CGT T CCAC TGTGCGGCCGGCGGGCGGC T A T AACGGCGT T A T AGCGAGAA T CGCA T CC T T T CAAAA TGA T T C T A T T T TGT T CA T
T T C T CAA T A T T CGGAA T T - - - - - - - - - - - - - - - TGA T A T TGT A T T A T T T T T T T AA T TGAACAC TGA T TGAAAGTGAAA T T T T AGAAAAAGT A T T TGAAA T - - - - - - - - - - CACA T T T CCGT A T ACC T CGT T CCAC TGTGCGGCCGGCGGGCGGC T - T AACGACGT T A T AGCGAGAA T CGCA T CC T T T CAAAA TGA T T C T A T T T TGT T CA T
T ACC T T A T T T T T A T T T T A T A T AC T A TGCAGTGT TGC T AC T C TGT T T A T T T T T T AC T AAAACA T TGGT T AAAAACAC TGT A T CAACAAAGTGGT T CAAAA - - - - - - - - - - - CACA T T T CCGT A T ACC T CGT T CCAC TGTGCGGCGGC T C T C - - - - - - - - - - - - - - - - - - - AAAA TGT TGCCA - - - - - - - - - - - - - - - - - T T A T T T T T T T AA
T ACGCCAGA T T TGT T A T C T A T CAAC T T T AGA T T TGT T A T T T T A T T AC T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACA T T T CCGT A T ACC T CGT T CCAC TGTGCGACG - - - - - - - - - - - A - - - - CGCCA TGGAACAACAGCACGA T CC T A T TGAAACGGTGT T T C T ACGT CCGT
T T CAGT AGT A TGGC T T AA T CGAGAGT TGAAGAA TGGT AA T A T T TGCCCAC T T T AC TGAAAAA TGCA T T AAAGT CGT CACA TGGAAAACA T CGT T C T AAA T - - - - - - - - - - CACA T T T CCGT A T ACC T CGT T CCAC TGTGCGGCGGT CGGGCAACCA T AACCA - A T CAAAACAA T AA T - - - - T CC T T T CA TGACCGT T C T AA T T TGA T TGG
T T CAGT AGT A TGGC T T AA T CGAGAGT TGACGAA TGGT AA T A T T TGCCCAC T T T AC TGAAAAA TGCA T T AAAGT CGT CACA TGGAAAACA T CGT T C T AAA T - - - - - - - - - - CACA T T T CCGT A T ACC T CGT T CCAC TGTGCGGCGGT CGGGCAACCA T AACCA - A T CAAAACAA T AA T - - - - T CC T T T CA TGACCC T T C T AA T T TGA T TGG
CGT CCCC T T T T TGC TGC T T C T AGT AGT CGGAA T T T C T AAAA T T T T T T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACA T T T CCGT A T ACC T CGT T CCAC TGTGCGT CGGT T T T T AA T T T - - - - - - - GT T T AA TGAAACA T T CCGA - - - - - - CA T AA T C T T T CCAGGT CGT T T A T
T ACCC T A T T T T T A T T T T A T ACAC T A TGCAGTGT TGCCA T T C T A T T T A T T T T T T AC T AAAACA T TGGT T AAAAACACCA T A T CAACAAAGAGGT T CAGAAA - - - - - - - - - - CACA T T T CCGT A T AC T TGGT T C T AC TGTGCGGCGCCGCGCCGGCG - - - - - - - - - - TGAAA T AAAGT AGCCA - - - - - - - - - - ACAGT T C TGA T T T C T C T AC
GGCGCGA T T C T T AC T A T ACACAGTGGA T CGACCCAC TGC T A TGT A TGT A T - - - - - - - - - - - - - - - - - - - - - - ACAC T A T A T CAAGAAAGTGGT T CAAAAC - - - - - - - - - - CACA T T T CCGT AAACC T CGT T CCAC TGTGCGCCGGCGCCGT C T CGA T AA TGGCGT TGACACGA TGT T ACAG - - - - - - - - - - A T AGTGTGAA T A TGA T CAC
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TE: rnd_5_family_10185.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 1006bp; fragments: 5712; full length: 4 (>=905.4bp)
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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 1006 bp
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TE: rnd_5_family_10185.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1376bp; fragments: 4577; full length: 0 (>=1238.4bp)
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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_10185
 size: 377bp; fragments: 328; full length: 55 (>=339.3bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 377 bp



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

TE consensus after TEtrimmer (bp)
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