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MSA length = 7541
AAGCGTGGCCGT A T CGT C TGAAGA T T T T T T T T CGCGA - T T C T T - - ACA TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T C - - - - - - - GC T C T A - T T T CGCGAAAAAAAAA T T C - - - - GCC TGCA TG - - -
T T T TGTGACCC T CGTGT C TGA - TGAA T CA T T T T A T T A - T T A T T T T T CACGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CACGT T A - - T T T AGA T A T T T T A T T T AAAAGA T T - - - - - - - - - - - - - - - - -
GGAAACGA T TGT T AAA - - - GA - AACAGT AGT A T A T AAA - - - - - - - ACC TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CC TGT AA - - - - - - - A T AAAA T AA T CAAAA T A T AAAACCAA T T A T T T A T T T
A T ACA T CGA TGT T T T T - - - - - - GGCAA TGT T T T T A T AC T T A T T A T ACA T CAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T AAAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CA T CGA T - - T C T T AA T AA T T T T T ACCGAGT A T CCAAAAAAC T T T CCGAA T
ACA T ACA T T T A TGAC T - - - - - - T A T ACGAGC T T AAC T T T CA T C - - GCCCGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CCCGCCA - - T T T T AA T AGT T T A TGT AAAA T AC T A - - - - AAC T T CA T CGGT
GGT T ACCGT T T T T A T T - - - - - - T AAA TGAGCGGAACGCGCGT T TGACACGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CACGCAA - - - - - - - GCCGCGACGGGAAAAGT T T CGA T T CGA T ACGCGGCA
AGACACAC T T T T ACAA T C - - - - CAC T T T T T T T T ACAAA T T A T T AAACGCGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CGCGT CA - - - - - - - A T T AA T AAAGTGGAAA T T T AGGGGAAGCC TGT A T T -
CGT T A T T A T CA T T T T C - T TGA - T ACACAAA T T CAAAGAC T C T T T AGCACGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CACGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAGGACAAA - - -
C T T T AGAAA TGT CA T T - - - - - AGAAAA T A T T T CAAAAA T T A - - - - A T ACGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T T ACGC - - GA T T T T A - CAAGGTGT ACACC T AC T CCA T T T AA T TGCA T AGT -
ACAACCAAC T A T T CC T T CC T A - CAC T T AAC T T T AAAAA - - - - - - - ACACAAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CACACGT - - - - - - - - T AACACAAACCAAAA TGT AAAGCAA T A T CGCAAA T
AACAA T AAACA T AA TG - C TG - - T T AA T TGAA T T AACAC T T A T T T CACAC T AAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CAC T CGT T A T T AGAAAGA T A T CGT T AAA T A T T A T T AA TGAC T AGAAA T T T
AAA T AA TGT T CA T T T T T A TGA - GAAAACA T CCCGA T AA - - - - - TGACAC T AAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CAC T CGT A T T C T T CA TGGCAGGCGCGAA T T T CC T T AGAGA T T ACACAAA T
GAA TGT AA TGT T T A T T - - - - - - CA T CA T AA T T T T TGAA - - - - - ACACGT T AAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CGT T T AA - - GC T T - A T ACAGT C T T AAAAA T A T C T TGT AAA T T CC T T A T T T
A - GCGT AACCA T T T TG - - - - - - AAA T T TGT T T T AA T A - T T A T T T TGCA TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T C - - - - - - A T T T T T - - - - - T AC T T A T AAAAAA - - - - - - - - - - - - - - - - - - -
AAGC T CAC T T AGAAAA T CCGG - AACC T T T T T C TGA T AA T T T T C T AACGTGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AGT T C TGGGTGT T CGAGAGT T A T T T CGTGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AACCGC T AAGGT
A T T TGT A T C T A T T T - - - - - - - A - - - - - - - - - - - - - - - - - - - - - T CGCGTGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T C - - - - - - A T T - - - - - T T T T C T A T AAAAAACA T TG - - - - AA T T T C - - - - - -
A T T CA T AC T TGT T C T A - - - - - - CAA T C T ACCC TGAC T C - - - - - T CACA TGAGA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CA TGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T T T T AA T AGT T T T A - - - - - - T A T AGT AAC T T AAAAC T CAC T T T T CC TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CC TGT - - - - - - - - - - - - - - - - - - - - AAAAA T T C T - - - - - - - - - - - - - - - -
AGA T A TGCC T AAGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCCGT AAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CGT A T AAA T - - - - - - T TGC T CAAC TGTGT AGT T CAAA T AA T T ACAA T AA T
A T A T T CAAC TGGA T T T AC T A - - T A T A T C T T T T TGGCA - T CA T T - - T AA TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T A - - - - - - - - C T C T - - T T C TGCA T T T AA - - - - - - - - - - - - - - - - - - - - - - -
AC T T CCGAC T AAACCG - - - - - GT AAAA T A T T T AAAGC - T T A TGTGACGTGAAA T A T A T CACC TGA TGT CAA T AA T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CGTGAAA - - - C T T - - T T AAA T CC T AAAAAAC T T TGAA TGAACGCGC - - - -
- - ACA T AA T T T T T T - - - - - - - - - A T A T C T C T T CGAGA - - - - T T T CGAA TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T AA TGTGAA T T T T T A - T T AAGCAAACAAGAAC T T T T T A T AA T T T T AGT - - T
ACA T T AAGC T T T T T TG - C TG - AGAAA T T CC T CGACAAA T T A T T T CACGGGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CGGG - - - - - T CCA - - C T A T TGT CACAA TGAC T C - - - - - - - - - - - - - - - - -
AA T CGCAACCCACA T T - - - - - - T ACAA T CCCCCACCAA T T A T C TGCCA TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CA TGC T A - - - - - - - - T C T T A T T T AC T AAAAC T T CGAAAAACAGT A T A T C T
- - - - - - - - - - - - - - - - - - - - - - T AA T T T AA T T T T TGAA - - - - - - - AAGCGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AGT T C TGGGTGT T CGAGAGT T A T T T AGCGT C T - - - - - - - - CAAAA T AAA T AAAAAA T A T A T T AGGT T ACGT AC T T
- - - - - - - - - - - - - - - - - - - - - - C T AAA T A T T T T AGT A - T TGT T - - ACGTGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CGTGT AG - - - - - - - - T AGT T TGT A T AAA T A T A T AAAGCAAACA T T T T A T -
A T A T AAAA T TGC T C - - - C TGAA T T T A T T TGT T T A T CAG - - - - - T T A T A TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA T T AAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T T A TGGGT - - A T T - - - T TGTGT T ACAAAAGA T A T T C - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T TGGGA - - A T T T - - - - - - - - - - - - - - AAAAAGT T - - - - - - - - - - - - - - - - -
CCA T AC T T T T AC T T TGT C TGAAAAGA T AACA T CACGA T - - - - - T AA T A TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T T A TGT T AA T C T TGT - T T AGGT AGACAAAGGC T T C T AAAGA T CACA TGGT C
AAGT A T AGCAA T AA T CA T T AA - T AGGGCGGCC T AACAC T T AA T A T ACA TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CA TGT AA - - T T - - - - A T A T A T A T A TGT AAAA T T C TGT T T A T TGT T T AAA T
AA TGGTGC T T CGT T T T - - - - - ACACGT TGT C T AGAAA T - - - - - CC T CA TGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGT A T T CGAGAGT T A T T T CA TGT T T - - - - - - - A T TGTGAGCAAAAAAA T TGT T AGTGA T TGA T C T AC T
- - - - - - - - - - - - - - - - - - - - - - CGT ACCGT CGAGA T AA - - - - - - - ACACGAAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAAAGT AGT T C TGGGTGT T CGAGAGT T A T T T CACGGAAGT T T T T AAAAGGGT A T T T AA TGAAC T CGAA T AGTGA T AGAAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AGT T C TGGGTGT T CGAGAGT T A T T T CGTGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCGACCGCCGAGT -
- - - - - - - - - - - - - - - - T CGGA - T AGC T T AA T TGGAAAA - - - - - AAGAGTGAAA T A T A T CACC TGA TGT CAA T AA T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T AGTGCGA - - - - - - - - - - - - - - - - - - AAAAAA T CAGGGTGA T TGT - - - - - -
GACGACACGCCGAC T A - - - - - - AACGT TGT T C T T T AGTGT AC T AAACGC T AAA T A T A T CACC TGA TGT CAA T A T T T CCA TGAAGA TGAAAAGAGACA T CC - - - - - - - - - - CAA T AAA T AA - T T T C T T AAAAAAGT AGT T C TGGGTGT T CGAGAGT T A T T T CGC T CGA - - - - - - - A T CGAC T T CAAAAAGACGCCCGAAAGCGGCC T AA T -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAA T AA - T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CAC - - - - - - - - - - - - - - - - - - - GT CAAA T AC T A - - AAAGA T T ACC T ACAC
AAA T A TGC T CAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAAAGT AA T T C TGGGTGT T CGAGAGT T A T T T CAC - T AAA - - - - - - - - - - - - - AAA T AAAAACCAAGGAAAAC T AAGGCGAC
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TE: rnd_5_family_2267.fasta.b.bed_uf.bed_g_2.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: 7541bp; fragments: 804; full length: 51 (>=6786.9bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7541 bp
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TE: rnd_5_family_2267.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa_rc.fa

 size: 7841bp; fragments: 798; full length: 50 (>=7056.9bp)

TE consensus (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_2267
 size: 5613bp; fragments: 466; full length: 56 (>=5051.7bp)
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No TE domain detected

Before TEtrimmer 5613 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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