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MSA length = 6545
TGT T T T A T C T AAA T A T C T TGAGAACAC T T CAGCGA T T T T T ACCAAGAGAC TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACAAAGT A - - - - - A T T ACGGAAA TGT A T A T T T T T CCA - C T CAGAAGT T T T A T A
T AC TG - - - - - - - - - - CC T T AAACAGGGTGCAAAAA T T - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACAAA T T T AAGT - ACGGCAA T AAC T T C T T T AA T T T T A - A TGGAACACCA TGT A
AC T T A - A T T A T - - T T T AGGT A T AGGAACA T A T AGT T AAAAAGT AACGAA T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACAAACCGT AGT AA TGACAGC T ACCGCCA T T A T T A T A T A T T T AA T T T T TGAAA
T C T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACAGT TGAAAGTGA TGACA TGA T T TGT CGAGT T T ACA - A T TGCA T T CA T ACCA
- - - - - - - - - - - - - - - - - - - - - - AAA T C T AAAAAAAC T C T A T C T T - - - - - - TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACACCACCA - - - ACA T A T TGTGAACAA T A T CA TGCAA - AAAAGAC T T ACAGCG
CAA T T - A T T T A T AC T CGT CAC T A T ACCGT T CCAGACACGA TGGAA T AAAC TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACAC T T T AA - - - GA T T A T TGCCACAAA TGCAC T T CCA - A T - - - - - - - - - - - - -
CACA T - - - - - - - - - - T T T TGAAAACACG - CCGT AAC T CCGAAACGGT AAC TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACA T CACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CA T A T T T T T A T AA
T T T C T - - - ACACA T CC T C TGA T AC TGCC T T AAA TGT T A TGAA T AA T C T A T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGT C T T TGA T T T T T CCCGT A T TGGAA TGAGACGGCA T CACAA T A T T T - - - - - - AA T T AA T AA T A T T AAGC T C T T AGA T T A T A T T T T T CAA T
CA T TG - - - - - - - - - - T T C TGAAAACGT CA - - - - - - - - - - - AA T AAAAAAGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACA T TGT AAA T T AA TGACAAAA T AC T A TGAGC T - - - - - AAAACAA T C T T AA T A
AA T T C - - - CAGAAA T T C T AAAAAA T AA T - CAGAAA T T C T AAAAAA T AAAC TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACA T A - - - - - - - - A T AA T CAGGAA T T C T AAGAAA T AA - A TGGAAA T T C T AAAA
- - - - - - - - - - GCA T C T T T CGA T AGCA T AG - - - - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CAC T T C T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T C TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACAAGT AAC - - - AA T T A T CGA T T T T T A T T T T C T C - - - - - - - - TGT T T T T A T TG
T T T CGT - - GAAAA T C T ACAAAAGAAA T A T T C TGT T T T T CGAAACA T T T AA - GT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACACAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGTGTGAA T C T AAAA
T T T CGT - - GAAAA T C T ACAAAAGAAA T A T T C TGT T T T T CGAAACA T T T AA - GT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACACAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGTGTGAA T C T AAAA
CCC T C - A T T TGAGT T T - - - - C T AGC T C T T A T AAGA - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T C T CGT A T TGGAA TGAGACGACA T CACA - - - - - - - - - - - - - AAGAGGA T CAA TGGT A T C T TG - AA - - - - - - - - - - - - -
A T CCG - - - CAGAAA T T TGT - - - - - - - - - - CACCGT C T T T AAGT T AGA TGT TGT AGTGCGACC TGGT T ACCCAACAA T TGT T T A T T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACA - - - - - - - - - - - - - - - - AA T CC T TGT CAAACCAC T - GT TGT CAACC T AC TG
GT - - G - - - T TGT T A T T TGTGT TGA TGCG - CA T TGA T T T TGT T T TGT CGA T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T C T AC T AC T A - - - - - - - - - - - CA T CC T AC T T TGT C TGC T - T C TGT T - - - T T T AGG
T C T AA - - T C T AGTGT C TGACA T AA T A T C T CACAGAC TGT T T ACA T T T CA T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACA T A TGT C - - T AA T A T CCAA T AGC T ACA TGAACAGA - GA TGAAGT T A T CGAA
AGT T A T AACAACA T A T T T T CA TGGTGT C T T C TGT CCGT C TGT CCGT C TGT TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACAGT CCGT - - - - - - T CCGT C TGT CCGT C TGT CCGT C T - - - - - - - - - - - - - - -
CA - - - - A T T TGT AA T T - - - - - T AA T CC T T CCAAGT C T C T C - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAAACGACA T CACAC T A T AA - - - A - CGA TGGGGAAAA T T AAAA T ACCA - A TGAAAGA T AAAGGA
T C T CG - - - AAA TGAA T T T AACAAAAAC T AAAGT AA TGT AAAACAAACAGT TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACAAGT AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T C T AA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGT T T T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACAC T C T T A - - - A T T AACAAGGGC T A T T A T T T T T T T A - GCGA T A T T ACCGGGA
T T T CGT - - GAAAA T C T T CAAAAGAAA T A T T C TGT T T T CCAAAGCA T T TGA TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - TGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C TGAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACA T TGTGC TGT T A T T TGAAGT A T C T T CGT C T T T AAA - A TGGGAA T A T T AGAG
AC T - - - A T C T TGA T T T T T AAA TGGCACCCGGT A T T T T T T AC T T T A T T CGT - GT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CA - - - - - - - - AGT AA TGT CAAC T T T TGACA T T T T CGCA T AC T TGCGGT T CGT AA
TGACG - - - CAAAACA T CC T CAAAACGC T ACC T AA T ACGT AAGT AACAGGGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCAAAAAC T TGGTG
AC T T T T - - T AAC T T T T T T TGGGGACA T CC - - - - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC TGA - - - AC T C T TGGGCGC T T T T T T AGTGT TG - GT CGCACC T C T T AAA
CCCAA TGT T AA T CC T T AGT T CGGGCAACA T CCGGCAAC T ACCCAC T C TGT TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T AA T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACAGCAGAA - - - - - - T ACGA T ACAGT A T C T T T A T CCGT AAA TGACGA T CAGCG
CCC TG - - - T A TGT AC T A T TGAC TGCAA T ACA T CGGC T AGGA T T A T T A T AC TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACAGGTGCA - - - - - - T A T AGGT T T C T T T T T T T T T T AA - - - - - - - - - - - - - - - -
T T T CG - AAAAGAA T AAAAAGAAAACA T A T AA TGT A T AACAAAAAA T AAA T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAA - - - - - - T C T A TGCAAC T T T C TGC T AA T A - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAACAAGCGG
A T T CC - A T T ACAA T C T - - - - - - GGCAACAGAAGA TGTGCGCA TGCGT AGT - GT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGA TGCC T C T T T T T T A T T T T T T C T CA T A T T CAAGA T - - GAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T - CCCGT A T TGGAA TGAGACGACA T CACAC T C TGA - - - - C T AACGAGC T T T CA T CCGGT CAC T - GG - - - - - - - C T AGCG
A T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T T T - CCCGT A T TGAAA TGAGACGACA T CACA T A T ACAAGT AGT C T T AAC T T T T AA T A T T T T AC T A T ACCAA T T TGCAAA T A
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TE: rnd_5_family_1486.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: 6545bp; fragments: 572; full length: 39 (>=5890.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6545 bp
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TE: rnd_5_family_1486.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa_rc.fa

 size: 6845bp; fragments: 570; full length: 38 (>=6160.5bp)

TE consensus (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_1486

 size: 5620bp; fragments: 403; full length: 48 (>=5058bp)
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No TE domain detected

Before TEtrimmer 5620 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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