
Start crop Point End crop Point

MSA length = 1471
T A T T CCAGGAGA T T CC T T A T CGCCA T T AC T C T T C TGCA TGT CAC T C T T CCCGC T C T CAAAACAAC T T A T C T AA T A TGGA T ACCAAA TGAGAAAA T C T AAA - - - - - - - - - - T CC TGT AA T AA T TGGAGCAAC TGGA T T AGT A T CAAAA T CCA T ACAGAAGAACA T
T A T T CCAGGAGA T T CC T T A T CGCCA T T AC T C T T C TGCA TGT CAC T C T T CCCGC T C T CAAAACAAC T T A T C T AA T A TGGA T ACCAAA TGAGAAAA T C T AAA - - - - - - - - - - T C T TGT AA T AA T TGGAGCAAC TGGA T T AGT A T CAAAA T CCA T ACAGAAGAA T A T
T A T T CCAGGAGA T T CC T T AAC T CCA T T AC T C T T C TGCA TGT CAC T C T T CCCGC T C T CAAAACAAC T T A T C T AA T A TGGA T ACCAAA TGAGAAAA T C T AAA - - - - - - - - - - T CC TGT AA T AA T TGGAGCAAC TGGA T T AGT A T CAAAA T CCA T ACAGAAGAACA T
T A T T CCAGGAGA T T CC T T A T CGCCAC T AC T C T T T TGCA TGT CAC T C T T CCCGC T C T CAAAACAAC T T A T C T AA T A TGGA T ACCAAA TGAGAAAA T C T AAA - - - - - - - - - - T CC TGT AA T AA T T AGAGCAAC TGGA T T AGTGT CAAAA T CCA T ACAGAAGA T CA T
- - - - - - - - - - - - - - - - C T A TGGA T A T AGT T CCGGTGTGT AGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC TGT AA T AA T TGGAGCAAC TGGA T T AGT A T CAAAA T CCA T ACAGAAGAACA T
T ACGC T AA TGAAACCAC T AAC - - - - TGA T T CGAC T AA T TGCGA - - - - - - - TGT T C TGAA TGAAGC T T ACC T AA T A TGGA T ACCAAC T CAGAAAA T C T AAG - - - - - - - - - - T CC TGT AA T AA TGGGACCAAC TGT A T TGGT A T CAAAA TG - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC TGT A T A T AA T T T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TG - - - - - - - - - - - T C T T TGT TGTGA T CA T T C T T CAGAA TGT CA T T T T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T A T AGCAA TGAGCGCGAC T AAA T AAGT A T CAAAA T T CA T ACAGAAGA T CGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T CCA TGT CACGGT AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC TGT AA T AA T TGGAGCAAC TGGA T T AGT A T CAAAA T CCA T ACAGAAGGT CA T
- - - - - - - - - - - - - T CC T T T A TGAGA T T CACC T T CCGT AGGCCA T T CCGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T
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TE: rnd_5_family_3241.fasta.b.bed_uf.bed_g_3.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: 1471bp; fragments: 84; full length: 15 (>=1323.9bp)
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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 1471 bp
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TE: rnd_5_family_3241.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1659bp; fragments: 81; full length: 15 (>=1493.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_3241
 size: 2087bp; fragments: 103; full length: 14 (>=1878.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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