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—————————————————————————————— TAGTAGGGGTAGATGGCCGTTTCT
TTAGTAGAGGGCGGTGGCCGATTCA
—————— IAGTAGAGGGCGGTGGCCGATTCA
TTAGTAGAGGGCGGTGGCCGATTCT
TGAGTAGAGGGCGGTGGCCGATTCT
TAGTAGAGGGCGGTGGCCGATTCT
TTAGTAGAGGGCGGTGGCCGATTCT
AGAGTAGAGGGCGGTGGCCGATTCT
AGAGTAGGGGTAGATGGCCGTTTCT
TTAGTAGAGGGCGGTGGCCGATTCA

Hu Livy rultic

MSA length = 17089
CGCCCTCCACACGGTGGAGGCGGCGG=-=-=-=-=-=-=-~-"-- TGGTGGATGGTGAATCGGCCACCGCCCTCTACTT
CATCCACCACACGGTGGAGGCAGCGG=-=-=-=-=-=-=--"-- TGGTGGATGGTGAATCGGCCACCGCCCTCTACTA
CATCCACCACACGGTGGAGGCAGCGG=-=-=-=-=-=-=--"-- TGGTGGATGGTGAATCGGCCACCGCCCTCTACTA
CGCCCACCACACGGTGGAGGCAGCGG=-=-=-=-=-=-=-=-"-- TGGTGGGCGTAGAATCGGCCACCGCCCTCTACTA
CGCCCACCACACGGTGGAGGCAGCGG=-=-=-=-=-=-=-=-"-- TGGTGGGCGTAGAATCGGCCACCGCCCTCTACTT
CGCCCACCACACGGTGGAGGCAGCGG=-=-=-=-=-=-=-=-"-- TGGTGGGCGTAGAATCGGCCACCGCCCTCTACTA
CGCCCACCACACGGTGGAGGCAGCGG=-=-=-=-=-=-=-=-"-- TGGTGGGCGTAGAATCGGCCACCGCCCTCTAITA
CGCCCACCACACGGTGGAGGCAGCGG=-=-=-=-=-=-=-=-"-- TGGTGGGCGTAGAATCGGCCACCGCCCTCTACTA
CGCCCTCCACACGGTGGAGGCGGCGG=-=-=-=-=-=-=-~-"-- TGGTGGGCGTAGAATCGGCCACCGCCCTCTACTG
CATCCACCACACGGTGGAGGCAGCGG=-=-=-=-=-=-=--"-- TGGTGGATGGTGAATCGGCCACCGCCCTCTACTG
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).bed_uf.bed g 5.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 17089 bp
size: 17089bp; fragments: 16025; full length: 59 (>=15380.1bp)
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tab.bed ufbed g 5.bed fm Lbed 0 0 belnfa ainfa clfa gsfa. After TEtrimmer Extended plot Blue lines are boundaries
size: 17389bp; fragments: 16729; full length: 35 (>=15650.1bp)
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TE: rnd_4 family 733

size: 14074bp; fragments: 12196; full length: 133 (>=12666.6bp)

divergence to consensus (%)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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