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MSA length = 1141
T A TG - - C T A T CA T T CA T T A T TGT T A T - - - - - - - - - - - - - - T T AAA - T CAAAAAAA T T A T - - - - - T AA TGT ACGT ACAC T CACCGGCACGAAAAACGGGCA - - - - - - - - - - GGTGCCCA T T T T T CGTGCCGGTGAGTGT A T A T AGC - - GAA T A TGGT CACCAGAGGAAA T CAACAGAAA T TGT T CAA - AACGCA T T AAA T ACA T A T T C TGT
T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T A - - - - - - - - - - - - - - - - - - - - T T A T ACAC T CACCGGCACGAAAAACGGGCA - - - - - - - - - - GGTGCCCGT T T T T CGTGCCGGTGAA T T T - - - - - - - - - - - - - - - - - - - - - - T AA TGT AA T T AGCGGACGT AGAACAGCAGAAAAA T CGA T A T CGT T T CGAA
T AC T - - CGAAAA T ACC T T A T - - - - - - - GT CCCAAACGT A T A T AAA - T AGAAAAAA T T A TGAAAA T AA TGT T T A T ACAC T CACCGGCACGAAAAACGGGCA - - - - - - - - - - GGTGCCCGT T T T T CGTGCCGGTGAGTGT A TGT A T A T AC T C T A T AA T T A T T T T T T T AGA - T AA T C T CGA T TGT T T TGTGT CGT T T T A T A T A T AAAA TGGAA
T AAAC T T T AGA T T T T A T T A T T T T T A T A T T T A TGT CGGGT T T T A T T CCGA T AGAAA T T A T T T AAA T AGTGT AAA T ACAC T CACCGGCACGAAAAACGGGCA - - - - - - - - - - GGTGT CCGT T T T T CGTGCCGGTGAGTGT A T T T A TGT AAAA TGT CGT T AC T T CGT C T T A - T AA T ACAA T T CA T T T AGAGAAAA T T CGCC TGTGAGC T T CGT
T AGA - - CGAAC T T T T A T C T T T A T T A T T T CCA TGT A TGAGC T TGCA - C T AG - - - - - - - - - - - - - - - AAGT T ACGT ACA T T CACCGGCACGAAAAACGGGCA - - - - - - - - - - GGTGT CCGT T T T T CGTGCCGGTGAGTGT A T A T T AC T A T AA T A T AA T T AC T AGGA T AAA - - AAGT CAAA T AA T T T AGCGT CACA T TGTGT A T A T TGT C TGT
T A T T C T T T T TGA T CCA T CGC T T C TGT - A T CACCAAGACCC T CGAACCAAAAAAGA T CC T T AAGT T AC TGT AAC T ACAC T CACCGGCACGAAAAACGGGCA - - - - - - - - - - GGTGCCCGT T T T T CGTGCCGGTGAGTGT AGA T CGCAAA T A TGT C TGT CC T CAA T C T T AGT AA T A T T T A T TGT AGAG - - - - - - - - - - - - T AC T T T C T T T A T
T ACCC T T T CAAGT T T A T T A T T T T AGT - A T A T T T CAACA T T T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGTGCCCGT T T T T CGTGCCGGTGAGTGT A T T A TGT T - - - - - - T CGT T - - - A TGT T T CA - - AA T A T AAGT TGTGT AGAAAGT TGT T A T T T A T T T AACAAC T
- - - - CA T T AAGAA T TGT T A T T C T TGT T - - - - - - - - - - - - - T T A T T C T AGCAAAAA T T AA T AAAAAAA T T T - - - - ACAC T CACCGGCACGAAAAACGGGCA - - - - - - - - - - GA TGCCCGT T T T T CGTGCCGGTGAGTGT AGC T T AAGAAAC T A - AAC T AC T AGAA TGT A T CAGGAAGA T A T A T T CAGT AAGT TGGTGT A T A T T T ACA T T A T
T A - - - - - - - - - A T T T AC T C T T A T TGT T T T AC T AAAAAAC T T TGGAC T A T AAAAAA T T A T T AAAA T AA T T T A T A T ACAC T CACCGGCACGAAAAACGGGCA - - - - - - - - - - CGTGCCCGT T T T T CGTGCCGGTGAGTGT A T A T T AG - - - - - - - - - - - - - - - AAA T T A T A - - - - - - GAGA T CGGT TGG - AACA - A T TGCA T A TGC T C T T T A T
- - - - C T CACA T TGT T A T T T CCA T T A T T C T A T CA T CAAA T TGTGAA - T AAA - - - - - - - - - - - - - - - - - - - - A T C T ACAC T CACCGGCACGAAAAACGGGCA - - - - - - - - - - GGTGCCCGT T T T T CGTGCCGGTGAA TGT A T A T AAC T T AAA T A - - - - - - - - - - - - - - - - T T AACGT AAAAAA T C T AA T AA T T T T T T T T ACA T AA T AC T AGT
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TE: rnd_5_family_2045.fasta.b.bed_uf.bed_g_3.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: 1141bp; fragments: 31058; full length: 3976 (>=1026.9bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1141 bp
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TE: rnd_5_family_2045.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1448bp; fragments: 30820; full length: 0 (>=1303.2bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_2045
 size: 611bp; fragments: 2650; full length: 17 (>=549.9bp)
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Before TEtrimmer 611 bp



0 200 400 600 800 1000

ORF1

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