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1 MSA length = 1643
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATBAACTTACGTGCATGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTCGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
TAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGJCCCACTGTGAACTTTTGGTTTTAACT
- TAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTIJTGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAART
TAAACTTJCGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCCCACTGTIAACTTTTGITTTT-T
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
------- TAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAART
-------------------- TAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
----- -TIATAAACTTACGTGCATAGAAATIGGCCCACTGTGAACTTTTGGTTTTAACT
------- TAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
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TAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
TAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAART
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
TAAACTTACGTGCATAGAAATCGGJCCACTGTGAACTTTTGGTTTTAACT
ATAlARITACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATIEIGCCCICTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCIICACTGTGAACTTTTGGTTTTAACT
ATAAACTTACGTGCATAGAAATCGGCCCACTGTJAACTTTTGGTTTTAACT
AAACTTACGTGJATAGAAATCGGCCCACTGTGAABTTTTGGTTTTAACT TTTGCCTTGGGCCGATTTCTATJCACGCAAGTGTAT
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ATAAACTJACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT - - - - - - - - - - TAACTTBAAAAMTTTGCCTTGGGCCGATTTCTATGCACGCAAGTGTATATTTAAAATCTART
TAAACTTACGTGJATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT - - - - - - - - - - TAACTTAAAARTTTGCCTTGGGCGATTTCTATGCACGCAAGTGTATAT - TABATTA- - - - [T
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ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTGGTTTTAACT - - - - - - -~ - - TAACTT TTTGCCTTGGGCCGATTTCTATGCACGCAAGTGTATAT - TAAAJTAY- - Afic
ATAAACTTACGTGCATAGAAATCGGCCCACTGTGAACTTTTIIGTTTTAACT - - - - - - - - - - TAACTT TTTGCCTTGGGCCGATTTCTATGCACGCAAGTGTATA - === === === - - AAT
----------- TAAACTTACGTGCATAGAAATCGGCCCAITGTGAACTTTI!GTTTTAACT
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 1643 bp

size: 1643bp; fragments: 481; full length: 132 (>=1478.7bp)
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/ 1438.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa cl
size: 1943bp; fragments: 482; full length: 0 (>=1748.7bp)
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TE: rnd_5 family 1438
size: 1399bp; fragments: 437; full length: 147 (>=1259.1bp)
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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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