
Start crop Point End crop Point

MSA length = 647
ACGTGT T T AC T - - T ACCCCAAAA T CAAGT T TGCAAA - - - - - - - C T A T T T AAAGC TGGGGT T T CC T AGGAGTGT CGGCCGGCCGAAACCGACCGCGACGGA - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAACCC T A T C T T T AC TGGGAA - - - - - - - - - - - - - - - - ACC T C T A T AC T T CA T T T C - - - CCGT AAAAGT T - - - A T C T
A T ACA T T AAC T T - T T T C T CAAAA TGACA T T - - - - - - A T AAAACCAGCC T T AAGC TGGGGT T T CC T AGGAGTGT CGGCCGACCGAAACCGACCGCGACGGA - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAACCC T ACC T T T A T C T A T - - AAA TGTGGA T CC TGAAA T C T ACA T AAACA T AA T C - C - CA T T AAAAGT CGT T A T A T
AAAGT TGCACCCC T A T CGAACCAC TGACC T T CGGT A - - - - - TGGAGAC T AAAGC TGGGGT T T CC T AGGAGTGT CGGCCGGCCGACACCGA T CGCGGCGGA - - - - - - - - - - T CGT T CGT CACCGACAGT CC T AGGAAACCC T ACC T T T AC T CGG - - - - - - - - - - - - - - - - - - - - - T T T A T A T T CAA T AC T A - - T T T AAAGCGC T AA T A T A T
ACA T AC T T AC TGT - - - T T CGA T T T AA T A T T T T TGC T A T AAA T ACA T AC T T AAGC TGGGGT T T CC T AGGAGTGT CGGCCGGCCGAAACCGACCGCGA TGGA - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAACCC T ACC T T T A TGGAG - - - - - - - CCGA T CGGCCGAC T A T T TGA T TGCA TGT ACC - CCA T AAGAA T T - - - A T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGC TGGGGT T T CC T AGGAGTGT CGGCCGGCCGAAA T CGACCGCGACGGA - - - - - - - - - - T CGTGCGT CACCGACAGT CC T AGGAAACCC T ACC T T T A T CG - - - - - - - - - - - - - - - - - - - AACC T C T ACACCC T AAAGT AC - T T CCAAAAA T CA T - - - - -
AGA T T T AGGA T T T CGT CC TGT T T C T A T T T T T T CGAA - - - - - CCCCACA T AAAGC TGGGGT T T CC T AGGAGTGT CGGCCGGCCGAAACCGACCGCGA TGGA - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAACCC T ACC T T AAGCGT C - - - - - - - CCC T C T CGCAGGGGC T C T C T CGT CGT A T C - - AC T T C T A TGA T CAC T A T AC
AGCGC T CCAGCGT T AGCCAGTGACAGCAGT T AC T T AA TGAAAGCGAAGT AAAGC TGGGGT T T CC T AGGAGTGT CGGC TGGCCGAAACCGACCGCGACGGA - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAA T CC T ACC T T AAGCCGCGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGT CGA TGCCCAGT ACAG
T AC T T T AAGT T A T T A T T ACA T AAAGA TGA T T A T CAAA T AAA TGA T TGT T AAAGC TGGGGT T T CC T AGGAGTGT CGGCCGGCCGAAACCGACCGCGACGGA - - - - - - - - - - T TGT CCA T CACCGACAGT CC T AGGAAACCC T ACC T T AA T AGGC - - - AGTGTGT AC T TGT TGGC T T T A T T A T T T A TGAA T AC - T CACAA T T T T CAC T C TGT
AA T T A T T CA T TGT T AA T A T AAAA T T ACA T T T AC T CA - - - - - - - - - AAA T AAAGC TGGGGT T T CC T AGGAGTGT CGGCCGGCCGAAACCGACCGCGACGGA - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAACCC T ACC T T - - - - - AAAAAA - - - - - - - - T T T T AAAGT T T T A T A T A T TGTGT T A T A T T T TGA TGA T T T T - AAAG
AACCGCGT T T CGT T AC TGT AA T T T TGGAGT T ACGAAC T - - - T ACCCCC T T AAGC TGGGGT T T CC T AGGAGTGT CGGCCGGCCGAAACCGACCGCGACGGA - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAACCC T ACC T T T ACCAAAAACAA T ACGGGTGCCACAGT A T T T T TGTGCCAAA T T - - - TGGT T AAAA T CGG - T CAG
A T A T C TGA T T TGT C T T T TGAGACC T ACGA T T T T A TG - - - - - T C TGT TGCGT AGC T AGA T A T T CC T AAGAGTGT CGGCCGGCCGAAACCGACCGCGA TGGA - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAACCC T ACC T T AA T A TGA - - - - - - - CGAA T T C - - - - - - - - - - - - - - - - - - - - - - - - - CGC T T AAGGT TGA T - - - -
AAGC T TGAAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGAGCGAAAGC TGGGGT T T CC T AGGAA TGT CGGC TGGCCGAAACCGACCGCGACGGA - - - - - - - - - - T CGT CCGT CACCGACAGACC T AGGAA T CCC T ACC T T AAC TGAA - - - - - - - CAGAACCGT T C TGC T T T CCAAGCGGAAAC - - AGC T T AAAGGT TGA T - - - -
AAA T T T AACACGT T T CC T T CA T T T CA TGT A - - - - - - - - - - - T ACA T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT T CGT CACCGACAGT CC T AGGAAACCC T ACC T T T AGCGAA - - - - - - - CCCGCCCCCGGACGGGGC T A TGT T ACACA - - A TGT T AAA TGTGT C - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - ACGT TGA T AA - - - - - - - - - - - - T T T AAGC TGGGGT T T CC T AGGAGTGT CGGCCGGCCGAAACCGACCGCGA TGGA - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAACCC T ACC T T T AA T AAGAGAAA TGT AAAC T T A T CAA T T T T T T TGC T T T T TGGC - - - CA T T AAAAA T T T A - A T C T
T T A T A T T ACACA - - - - - - - - - - - - - - - - - - - - - - - - - - AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT CCGT CACCGACAGT CC T AGGAAACCC T ACC T T T A T AGAG - - - AACGCGAAAACC T C TGGCAAGA T AGGCAACAA T - - AGAC T AGAAA T CGG - - - - -
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TE: rnd_5_family_1177.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: 647bp; fragments: 135; full length: 48 (>=582.3bp)
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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 647 bp
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TE: rnd_5_family_1177.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: 947bp; fragments: 135; full length: 0 (>=852.3bp)
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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_1177
 size: 633bp; fragments: 169; full length: 54 (>=569.7bp)
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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 633 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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