
Start crop Point End crop Point

MSA length = 1304
T AGAAC T C T A T A T AA T T T T AAAAAC T C T AA T A - AA T T AA T CA T T T C T T ACA T ACCGGGTGGCCCGT T AGTGCGAGAAAGT CCAA T A T C T T CGT TGT TGAC - - - - - - - - - - GT CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A TGT A T A T T T AAC T T T T TGT CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CACAAAA T A T A T CAC T T A T CAAAC TGCAA T T - AA T T AA T AAGGT T T T A T A T ACCGGGT CGCCCA T T AGTGCGAGAAAGT CCAA T A T C T T CGT TGT TGAC - - - - - - - - - - GT CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAGT A T A T A T A
AAA T A TGCCGT A TGA T CGAAAAAA - - - - - - - - AGGT T AAAACGA T C T T ACA T AC TGGGTGGCCCA T T AGTGCGAGAAAGT CCAA T A T CGTGGT TGT TGAC - - - - - - - - - - GT CAACAACGAAGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A T AAAAA T - T AC T T A T T CACAGGT T A T T T TGT AA T T T T T C T CGT T AGACAGA
ACAAAAA T A T T A T TGT T T ACA T AA - - - - - - - - A - - - - - - - - - - - - - - T ACA T ACCGGGTGGCCCA T T AGTGCGAGAAAGT CCAA T A T C T T CGT TGT TGAC - - - - - - - - - - C T CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCGGGT A T A T - - - - - - AA T A T T T A T T T AA - - - - - - - - - - - - - - - - T AAAA T A TGAAAA
- - - - - - - - GC T A T CA T A T AAA T AAAA T AAA - - AAAAGAGT - CCGT C - T ACA T ACCGGGTGGCCCA T T AGTGCGAGAAAGT CCAA T A T CCGCGT TGT TGAC - - - - - - - - - - GT CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGAC T C T T C TGT T AGT T AAA
- GT AAAA T A T T AAGGG - - - - - - - - AAA T AAGA - A T T TGGTGA T AC T - T A T A T ACCAGGTGGCCCA T T AGTGCGAGAAAGT CCGGT A T C T TGGT TGT TGAC - - - - - - - - - - A T CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A TGT A T A T - - - - - - CC T TGAAAAA T A T A T A T T A T T T T T TGT AA TGA T AC T AA
- - C T A TGT T CCA T T AGA T T AGTGT AC T TGA TGAAA T CGACAC T C T A - T A T A T ACAGGGTGGCCCA T T AGTGCGAGAAAGT CCAA T A T C T T CGT TGT TGAC - - - - - - - - - - GT CAACACCGAC - - T A T TGGAC T T ACCCGCAC T AA TGGGCCACCCGGT A T A T - - - - - AAA T TGT T T A T TG - - - A T A T AGT TGGT T T T T T CAA T A T T T CCA
GACGGCGT T AAA T T A T AAAA T T A - - - - - - - - - - - - - - - - - - GT A TG - T A T A T ACCGGGTGGCCCA T T AGTGCGAGAAAGT CCAA T A T C T T CGT TGT TGAC - - - - - - - - - - GT CAACAACGAC T A T A T TGGACA T T C T CGCCC T AA TGGGCCACCCGGT A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC - T ACA T ACCGGGTGGCACA T T AGTGCGAGAAAGT CCAA T A T C T T CGT TGT TGAC - - - - - - - - - - GT CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A T AAA T A T T - AA T T T T T TGT AAAACGT A T AGT CGT T T - - - - GGA T A T T T T CA
- - - - - - - - CC TGTGGT A T T A T T AA T T T T AA - - A - GTGA T T - T CC T T - T A T A T ACCGGGTGGCCCA T T AGTGCGAGAAAGT CCAA T A T A T T CGT TGT TGAA - - - - - - - - - - A T CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A T A - - - - - - - - - - - - - - - - - - - - - - - T AAAA T AAA T T T A T ACACAAC T C T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T ACCGGGTGACCCA T T AGTGCAAGAAAGT CCAA T A T C T T TGA TGT TGAC - - - - - - - - - - GT CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A TGT - - - - - AGACC TGT T A T CA T - T ACAGA T T T A T C T - - CGCGT T T T C TGA T
AAAC TGAAAACGGAGGA T AAAAAA T T T CGAAA - AA T TGA T AACA T T T AACC T ACCGGGTGGCCCA T T AGTGCGA T AAAGT CCAA T A T C T T CGC TGT TGAC - - - - - - - - - - C T CAACAACGACGA T A T TGGAC T T AC T CGCAC T AA T AGGCCACCCGGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA T A T C TGCA
T AA T TGGT T T T A T T T T A T T TGT AAC T T T CC - - - - - - - - - - - - - - T T - T A T A T ACCGGGTGT CCCA T T AGTGCGAGAAAGT CCAA T A T C T T CGT TGT TGAC - - - - - - - - - - GT CAACAACGACGA T A T CA T AC T T T C T CGCAC T AA TGTGCCACCCGGT A T - - - - - - - - - GT T T T T TGT T T AA T A T A T T T T T A T T C T - CCGA T T A T AAAAA
GGACAGA T CGCA TGAAA - - - - - - - - - - - - - - - - GA T T AA T - CAA T C T T ACA T ACCGGGTGGCCCA T T AGTGCGAGAAAGT CCAA T A T C T T CGT TGT TGAC - - - - - - - - - - GT CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCA T CCGGT A TGT A T AC T A TGT T A T A TGT T AA - - A T A T AGT CGC T T AGTGAAA T A T A T T AA
AA T T T - - T T T T A T T ACA T T T C T AAGGCGAA T A - - - - - - - - - CCCAC - TGT A T ACCGGGTGGCCCA T T AGTGCGAGAAAGT CCCA T A T CGT CGT TGT TGA T - - - - - - - - - - GT CAACAACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A T A T - AA T T AAA T C T A T TGT TGA - T CCC T A T T T A T CC T T T T AA T T A T A TGT T
T A T T ACGT AA T A T T AAAA T T A TGA T TGT CG - - - - - - - - - - - TGA T T - T A T A T T CCGGGTGGCCCA T T AGTGCGAGAAAGT T CAA T A T CGT CGT TGT TGAC - - - - - - - - - - GT CAACCACGACGA T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A T A - T T A T T AAA T T T T T CA TGGAAAA T A T T T T AA T - - - - - - AA T T C T T T AGA
AGT AAAGT A T T A T AAGAACACAGAAA T T AA T A - - AC T AACAC TGC T - CA T A T ACCGGGTGGCCCA T T AGTGCGAGAAAGT CCAA T A T C T T CGT TGT TGAG - - - - - - - - - - GT CAACAACGAC T A T A T TGGAC T T T C T CGCAC T AA TGGGCCACCCGGT A TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_1_family_22.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: 1304bp; fragments: 15997; full length: 2118 (>=1173.6bp)
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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 1304 bp
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TE: rnd_1_family_22.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: 1604bp; fragments: 15699; full length: 0 (>=1443.6bp)

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_1_family_22
 size: 2054bp; fragments: 21213; full length: 1 (>=1848.6bp)
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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 2054 bp



0 250 500 750 1000 1250 1500 1750 2000

ORF2 ORF1

Before TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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