
Start crop Point End crop Point

MSA length = 229
- - - - - - - - - - - - T T T T T T TGT A T A T T ACCA T AA T A T T T T C T AA T T TGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T T T C TGA T T AA - - - AAAGT A TGGT AC T T C TGCGGA T AAAA T T A T T T TGA TGT CA T CA T A T T CA T AA T T T T T AAAAAC T CC - GAAGGT AAC T C TGT A
- - - - - - - - - - - - GT T A T TGGCCAA T AAC T ACA T T AC T A T CGT T - - CGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T C T T T AC T A T T A TGAGAAAAAA T T A T A TGAC TGCGGAAAAAA T TGT T T T AA T AACA T CA T A T T CGACA T T T T AAA - - - - - - - CGAAGA T T AC T A T A T A
T T TGGC T T AAAAC T T T T T T T T T CGCAACCA T ACCA T T T A T TGT - - AA T AA T CGAAAA T AAA T AA T T T T T A T AAAA - T T T A T T C T A T T C T ACGGT T T ACAA - - - - - - - - - - - T T C T T T CCGAC T A TGGCAAAAAA TGGT A TGGCCGTGGAAAAAA T AA T T T TGA T AAAGT CA T A T T CGCCAA T T T T AAGACAC T CCGAAAGT AAC T A T A T A
T T TGGC T T CAA T - - T T T T T T T T CGT AACCA TGACA T T T T - - - - - - CACAA - - - - - - - - - - A T AA T T T T T A T AAAAA T T T T T T C T AA T C T AAGGT C T ACAA - - - - - - - - - - GC T AGA T CCGA T AAAAAGAAAAAA T TGT A T AGC TGCGGAAAAAA T AGGT T T AAA T AC T T CACA T T CGCCA T T T T T CAGAAA T C T CGAA TGTGGT T A T A T A
TGACG - - - AAAGT A T T T T T T T CCACA T CCA T ACCAA T T T T T A T - - CA T AACCGGCAA TGAACAA - - - - - - - - - - - - T T T T T T C T A T T C T ACAGT T TGAAA - - - - - - - - - - GT T C T T T CCGA T TGAGACAAAAA T TG - T A TGC T TGAGAAAAAAC T AGGT T T CC TGT CGCCA T T T T T T T CA T T C T TGAAAA T CC T CGAA TGTGACAA T A T A
TGGG - - - T T AAAC T T T T A T T T CCACAAC T AAA T T A T T T T T CGT - - T A T AA T CGGAAAGAAACAA T T T T T A T AAAAAA T T T T T C T A T T T TGCGGT T T ACAA - - - - - - - - - - A T T C T T T T C T A T T A TGACAAAAAA TGGT A TGGT TGC - TGAACAA T AGGT T T T A TGACGT T ACA T T CGCAA T T T T CAAAAA T C T C T TGGCA TGAC T A T A T A
T TGTG - - TGAA T CGC T TGT TGT T A - - - - T A T A T TGGT T A T AAC T AGA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T C T T T CGGA T T A TGA T AAAAAA T AGT A TGGT TGTGAAAAAAA T AGT T T TGA TGACGT CACA T T CGC T A T T T CAAAGAAC T C T - GAAGGTGA T T T AAAA
- - - - - - - T T AA - - C T AC T T T T CCGT AACCA T ACCAC T T T T TGG - - CA T AGT T AGAAA T AAACAA T T T T T A T AAAA - T T A T T CC T A T T C T ACGGT T T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA TGGTGTGAAAC T CGC T A T T T T T AAACA T T T CCGACGGTGAC T A T A T A
- - - - - - - T T ACACA T T T T C T T C T A T T T T T T T AC T A T T C T T T AGGTGT T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AC T T T CCGA T T A T AACAAAAAA TGGT A T A T T T T T AGGAAAAA T AGGC T T T T AGACGT CACA T T CACCA T T T T T CAAAAAC T CCGAAGGTGAC TGAC T A
- - - - - - - T AAAA TGT T T T T T AC TGT AAC - - - - - - - - - - - - - - - - - CAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T T T T CCAA T T A T A T CAAACAA T AGT A TGT T TGTGGCAAAAA T TGT T C T AA T AACGCCACA T T C T CCA T T T AAAAAAAC T CC - GAGGGTGAC TGT A T A
TGC TGC T CCAA T CGCGAC T CGT CACGGCGGT AGAA T T CC T CGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T CCGA T T A TGCCAAAAAA TGGT A TGGT TGCGGAAAAAA T AGT T T T CA TGACGT AACA T T CGCCA T T T T T AAA T AA T T C T ACAGGTGAC T ACA T A
- - - - - - - T CAAGCC T A T T T T T AC T CAGCCA T A T C T ACCA T T T T T T - - - - - - - - - - - - - - - GCAACA T T AA T AAAGA T T T T T T C T A T T C T ACA T T T T A T AA - - - - - - - - - - GT T C T T T T CGA T T A TGACAAAAAA TGGT A TGAA TGCGGAAAAAA T AGT T T TGA TGACA T CAC T T CCACCA T T T CAAAAC T AA T T TGAAGC T AAC T A T A T A
T T T T T TGT AAAA T T T T T T T T T T AA T T AACC TGT CA T T T T T TGT - - GA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T C T C T CGA T T AGAACAAA T AA TGGT A TGGT TGCAGAAAAAA T AA T T T TGGTGGCGT CA T A T T CGT CA T T T T T AAAAAAC T T CGAAGA TGAC T A T A TG
T T T C T C T T T AGCCGT T A T T C T CCA TGT C T AGAC T AC T C T T T CC T T - - - - - - - - - - - - T AAACAA T T T - AA T AAAAAGT T T T T T T A T CC T AC - GT T T ACAA - - - - - - - - - - GT T T T T T CCGA T TGTGAGAAAAAA TGGT A TGGT TGCGGAAAAAGT AGT T T T AA T ACCGTGACA T T AGCCA T T T T T A T AAAAGAA T AAAGGTGT C T T TGT A
C TGTG - - T CAAAGC T A T T T T CCCACAACCA T A T AA T T T T T TGT - - CAAAA T CGGAAA T AAACAA T T T T T ACAAAAA T A T T T T CAC T T C T ACGGC T T ACAA - - - - - - - - - - GT T CC T T CC T A T T A TGA T AAAAAAAGT T T TGC T TGC - - AAAAAA T AGGT T T T A TGACGT CA TGT T CGCCA T T A T T AAAAAC T CCAAAA TGTGT CCGT A T A
TGGGGC T T T AAGT A T AA T T C T T T ACAAC T AAA T T T A T T T T T C T T T A T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C T T T CCGA T T A TGACAAAAAA TGA T A TGT T TGT - GAAAAAA T AGGT T T CC TGACGACA T A T T AGCCA T T T T T T AAAA T T T CCAAAGGCAAC T A T A T A
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TE: rnd_3_family_968.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 229bp; fragments: 1; full length: 0 (>=206.1bp)
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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 229 bp
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TE: rnd_3_family_968.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 693bp; fragments: 1; full length: 0 (>=623.7bp)

TE consensus (bp)
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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_3_family_968

 size: 327bp; fragments: 4; full length: 1 (>=294.3bp)
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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

Before TEtrimmer 327 bp
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Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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