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MSA length = 1494
T T A - AAAGAAC T C T A T T T T T TGA - - - - - - - - - - - - - - T T CCAA T T T T CCAA T A T A T ACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGGT T CCA T A T AAGT T TGGT TGTGTGT A T T A T A T T T - - GAAAAGCAAAAAACACAGA T TGCCAACCGGT A T A T T T
T TGAC TGA TGT AGT A T T A T AAGAAAGGACAAA T CGT - - - - - - - - - - - - A T A T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A T CAAAAA T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAC TG - - - - - - - - - - - - AGAGAA TGAGAAC TGA
- - - - T T A T T AGA T TGT A T T ACAA T AGAAGCAA T CGC T T CA T AA T AA T T AAA T ACACACAACCAAA T T T A T A TGGAA T CAC T C T T T AA T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGT C T A T - - - - - - - - - - - - - - - - - - - - - - - AC T C T C T - - - - - - - - - T A T T T T T
TGAAAAAA T A T T AGA T T T T T AAA T AA T AGA T A T T A T TGCAAA T T T ACCAAA T ACACACAACCAAAC T T A T A T T A T A T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T ACAAAAAA T AA T - - - - - - - - - - - - - - - AGT T TGGT TGTGTGT A T TGAAAA T T AGACAAAACGACAGT T TGT T C TGAACAA T T C TGT CAGT
AAAAA T AAAAA T C T A T A T T TGAA - - AAAAA T A T T T T T AACAAA T AA TGA T A T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T T TGAC T AAA T T - - - - - - - - - - C T T AAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT AC T A T AGAA - - GGGGCA T T AAAAA T - - - - - - - A TGAAAA T ACA T T A T T
T CAA T T AGAA T T C T T CGT T A TGA - AAGAGAAGT AAGTGT AGGGC T C T CA T C T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGA T T AAA T T - - - - - - - - - - C T CGAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT AC T A T T A T A T AAACAAAGA TGGAA T TGAGAC T - - - - - - T TGT T T T AAG
TG - - A T T A T ACGGT AC T T T T AGA - - - - - - - - - - - - - - T T AGT AC TGT T A T A T ACACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T T TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGACAAA T AA TGGA TGA T T A T A TGT T AA T ACAGGGGAG - GGAC T C T AA T T T ACA T AAAAAGGGAA TGCA T T - - AC TGA T T CACAC T A T T
TGA T T AGGAGT T C T A TGT CCAAGT TGGGACAACCC T T T CAGA T T T T T CAAA TGCACACAACCAAAC T T A T A TGGAA T CAC T C T T T A T T T C TGAC T AAA T T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGT T TGTGT A T A T T T T AC T T - - AACAAA T AA T AAA T - - - - - - - AGT AAGT T ACC T C T A T
- - - - AAAGT A T AA T A T A T T T T AA T AAAGCA T AA TGT T T AGGAGCCC T CAAA T ACACACAACCAAAC T T AAA TGGAACCAGT C T T T A T T T C TGAC T AAA T T - - - - - - - - - - T T CAAAAA T T ACGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT A T TGT AGC T T A - - - AAAC TGTGA T AACA T T CCA T AAAA TGT T A T CCC T
- - - - GTGGT T T AA T A T AAA T AAA - - - - - - - - - - - - - - - - AGAACAAC TGAA T ACAAACAACCAAAC T AA T A TGGAA T T AC T C T T T A T T T C TGAC T AAAC T - - - - - - - - - - C T CAAAAA T T A TGAAAAA T AA T AGA TGA T T CCA T A T AAGT T TGGT TGTGTGT AC T T T AC T T T AGA T AA T T TGGGGAC T T T CAC T T T T T AA T CGGGAAAA T
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TE: rnd_1_family_466.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 1494bp; fragments: 2593; full length: 379 (>=1344.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1494 bp
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TE: rnd_1_family_466.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1794bp; fragments: 2614; full length: 0 (>=1614.6bp)
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TE: rnd_1_family_466

 size: 1153bp; fragments: 2295; full length: 470 (>=1037.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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