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1 MSA length = 732
AAGGCGGCTCCACACATTCGGGTATTTGACAAITACACGAATA ----------------- AAATATCCAAATAITTGTGAIAAATATCCGATTGTGTGGAGCIGCCTTIA TAA- - AAA
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------------------------- GECAAT ACACATTCGGGTATTTGACAAATACACGAATA—————————————————AAATATCCAAATATTTGTGACAAATATCCGAATGTITGGAGCCGCCTTTA e

-------------------------------------- A ARG T T T AT - - - - e el
AAGGCGGCTCCACACATTCGGGTATTTGACAAATACACGAATA - - = - = - = - = oo mm oo - AAATATCCAATATTTGTGACAAATATCCGAATGRGTGGAGCCGCCTTTAR- - - - - - - AGAGAT TTGAGAG T TAA/ATTTGGTA - - - - - - -
AAGGCGGCTCJACACATTCGGTATTTGAlJAAATACACGAATATTTGTAT - - - - - - - - - - AAATATCCAAATATTTGTGACAAATATCCAATTGTGTGGAGCCGCCTT
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AAGGCGGCTCCACACATTCGGGTATTTGACAAATACACGAATATTTGTET

AAGGRIAGTTTCACACATTCGGGTETTTIACAAATACACGAATATICRAT---------- AAATATCAAATAJARIIGACAAATATCCGAATGTGTGGAGCCGCCTTTAJTACAT
AAGGCAGCTCCACACATTTGGTATTTGACAAATACACGAATA- - TITBT---------- AAATATCCAAATATTTGTIACAAATATCCAAATGTGTGGAGCCGCCTT
AflceccGeTCCACACTCGGGTATEBIMBCAAATACACGAATATTRGTAT - - - - - - - - - - AAATATCCAAATATATIIN- - - - - - - - - - - - oo
AAGGRGGCTTCACACAT TTGGTATTGACAAATACACGAIITAT TTGTAT - = - = - = - = - s - s -t ot ot e e Lo
AAGGIGGCTCCACAIATTTGG.ATTTGACAAATACACGAATATTTGTAT ---------- AAATATC - - = s e e e e e e
AAGGCGACTCCACACATTCGGGTATTTGACARATACABGAATAT TTITAT - - - - - o c e m e e

S GGTTCCAIACATTTGIiTITTTGACAAATAI— CGAATAT - = = = = = m m e m e e e e e e e e e e e e e e e oo
AGGCIRATElARA CATTCGGTATTTGACAAATACACGAATATTTGTAT
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ed uf.bed g 1l.bed fm_1.bed 0 O bcIn.fa aln.fa_cl.fa_gs.fa ce.fa_ After TEtrimmer 732 bp

size: 732bp; fragments: 78; full length: 1 (>=658.8bp)
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~10265.fasta.b.bed _uf.bed g 1.bed fm_1.bed 0 O bcIn.fa aln.fa c
size: 1054bp; fragments: 44; full length: 0 (>=948.6bp)
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divergence to consensus (%)
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size: 406bp; fragments: 40; full length: 1 (>=365.4bp)

TE: rnd_5 family 10265
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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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