
Start crop Point End crop Point

MSA length = 1110
A T AC T TGT CCAAA T AAACAAC - - - - - - - - T T T T AC T AAA T AAA TGT TGTG - - - - - - - - - - - - - - - T T C T T T AA T AAAC TGCCCGT CAAA T T AAA T ACCAC - - - - - - - - - - GAAAA TGAGT AAAAAAA T CGC TGTGGT A T T T AA T T TGACGGGCAGT T T A T T T T AAAACCAAAAAA T A TGACGCC T C T T AAA - - A T T C T A T CAA T AACGA T
T TGT T T T TGA T AAGGCACAAG - - - - - - - C T T C T T T T A T A T ACAGGGTGT C - - - - AGGCAAAAAAAAA T T AAAA T AAAC TGCCCGT CAAA T T AAA T ACCAC - - - - - - - - - - GAAAA TGGGT AAAAAAA T CGC TGTGGT A T T T AA T T TGACGGGCAGT T T A T T TGGA - - - CGAAAAAAAC TGCC TGT CAAAAA - - - - - - - - - - - - - - - - - - -
T CC T ACA T CCAAAGT AACAACAAA - - - - - T A T T AA T AAAAAAA TGCAAAACCAGA T ACAC T ACAA T AC T T T AC T AAAC TGCCCGT CAAA T T AAA T ACCAC - - - - - - - - - - GAAAA TGAGA - AAAAAA T TGC TGTGGT A T T T AA T T TGACGGGCAGT T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T CC T C T AACAGCGC T
T AAGAACGC T AAG - - - - - - - - - - - ACCC T T A TGA T CAGAAAGAAGCAAC T ACAGA T AACAGACAAAAACGAAA T AAAC TGCCCGT CAAA T T AAA T ACCAC - - - - - - - - - - GAAAA TGAGT AAAAAAA T CGC TGTGGT A T T T AA T T TGACGGGCAGT T AA T AAGT C - - - GT AACAAAA T - - - - - - - - - - - - - - - - - - - - - T C T ACAGCGAC
T T AC T C TGCCAAA T A T T CAA T T CACGAC T CA T T A T TGTGCCAGCC TGGA T C - - T A T AA T T T A T AA T T T T AAAA T AAAC TGCCCGT CAAA T T AAACACCAC - - - - - - - - - - GAAAA TGAGT AAAAAAA T CGC TGTGGT A T T T AA T T TGACGGGCAGT T T A T T A T AG - - - T AGGT C T AA TGGT C T C T ACAAAA T T AAAC T C TGCAGGACAA T
T T T T T T AC T TGAAAAAGCA T CAAAACA T T T C T CGGCGGAAA TGCA T CA T C - CAGA T AAC T AAAA - - - - T CA T T T AAAC TGCCCGT CAAA T T AAA T ACCAC - - - - - - - - - - GAAAA T AAGT - CAAAAA T TGC TGCGGT A T T T AA T T TGACGGGCAGT T T ACA TGAA - - - - - - - - - - - - - AACGTGT T T C T A T T - - - - - - - - - - - - - - - - - -
T AA T T T TGC T AA T - - - - - - - - - - - - AGC T T T T CA T CA - - - - - - - - - - - - - - - - - ACAC T TGA TGA - - - AAAAC T AAAC TGCCCGT CAAA TGAAA T ACCAC - - - - - - - - - - GAAAA TGAGT AAGAAAA T CGC TGTGGT A T T T AA T T TGACGGGCAA T T T A T A TGT A T T T CAA T T A T A T T AA T T CACACAAAAC - AA T A T A T A TGTGA TGA T
T CA T C T AGC T AA T - - - - - - - - - - - - - - - - T T T TGT CACA T AA T T A T AGGT - - - - - - - - - - - - - - - - - - A T A T C T AAACCGCCCGT CAAA T T AAGT ACCAC - - - - - - - - - - GAAAA TGAGT AAAAAAA T CGC TGTGGT A T T T AA T T TGACGGGCAGT T T AGT T T T AA T T C T AAAA T AA T AA T A TGT T T T AAAC T A T C T T T T T A T T ACCGT T
CGA T C T CGT AAAA - - - - - - - - - - - A T A T A T T T C T T T AAA T T A TGT AAGAA - - - - - - - - - - - - - - - - - - CAAAC T AAAC TGCCCGT CAAA T T AAA T ACCA T - - - - - - - - - - GAAAA TGAGT AAAAAAA T CGC TGCGGT A T T T AA T T TGACGGGT TGT T T A T A T T AG - - - TGACAGAAA T CAC T ACCCCCAAA T T AAA T CA T T A T T ACAGA T
T AA TGT A T T CAAAGAAACAGCAAAA T T C T T T T TGT T A T A T T AA T ACCC TGCCAGACGC T A T A T AA T T T T CA TGT AAAC TGCCCGT CAAA T T AAA T AC T AC - - - - - - - - - - GAAAA TGAGT - AAAAAA T CGC TGTGGT A T T T AA T T TGACGGGCAGT T T A T T T T AAA T T T CAA T A TGC T AA T T C T T C T T AGAC T A T TGA T T C T C TGT CGAA
T AA TGT A T T CAAAGAAACAGCAAAA T T C T T T T TGT T A T A T T AA T ACCC TGCCAGACGC T A T A T AA T T T T CA TGT AAAC TGCCCGT CAAA T T AAA T AC T AC - - - - - - - - - - GAAAA TGAGT - AAAAAA T CGC TGTGGT A T T T AA T T TGACGGGCAGT T T A T T T T AAA T T T CAA T A TGC T AA T T C T T C T T AGAC T A T TGA T T C T C TGT CGAA
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TE: rnd_5_family_18177.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_ce.fa_gs.fa_bc.fa
 size: 1110bp; fragments: 666; full length: 66 (>=999bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1110 bp
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TE: rnd_5_family_18177.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: 1412bp; fragments: 666; full length: 0 (>=1270.8bp)
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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

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_18177

 size: 1093bp; fragments: 690; full length: 54 (>=983.7bp)
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No TE domain detected

Before TEtrimmer 1093 bp



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

TE consensus after TEtrimmer (bp)
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