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1 MSA length = 1418 1

A-------BRCCEGETRCGG A CCBGCEATCEABGAG - AT THTGTGA TG - - - - - - - - - o o oo e GGTGTTCTTAGTGGAIAACCTCATGCTTGACTICACCIAACAAATTIACG
ACCCACATC AGACCTATCACTAGTTAGAGATTCACAACTAGCATTAAAAGATTTTTCCT -----=----- GGTATTCTTAGTGGAAAACTCATGCTTGACTGCACCCAACTAATTCACG
ACCCACATC AGACCTATCACTAGTTAGAGATTCACAACTAGCATTAAGAGAT TTCTCCT = = = = = = = = = = = = m o m m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o
ACCCACATC AGACCTATCACTAGTTAGAGATTCACAACTAGCATTAAGAGATTTCTCCT-----=----- GGTATTCTTAGTGGAAAACTCATGCTTGACTGCACCCAACTAATTCACG
GAAGCIGIC GGTATTCTTAGTGGA AACCTCATGITTGAiIGCAICCAACTAATTCACG
-CCCACATC BeTATTCTTAGTGGABAACCCATGCTTGATGCACCCAACTAATTCAC

---------------------------------------------------------------- TTCTTAGTGGA AACCTIATGCTTGACTGC CCCAACTAATTCACG
GGTATTCTTAGTGGA AACCTCATGCTTIACTG ACICAACTAATTCAIG
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d uf.bed g 3.bed fm_1.bed O O bcin.fa aln.fa cl.fa gs.fa ce.fa b After TEtrimmer 1418 bp

size: 1418bp; fragments: 5597; full length: 269 (>=1276.2bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



fastab.bed ufbed g 3.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries
size: 1733bp; fragments: 4635; full length: 0 (>=1559.7bp)
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divergence to consensus (%)
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size: 593bp; fragments: 1811; full length: 543 (>=533.7bp)

TE: rnd_1 family 208
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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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