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MSA length = 3297 1
------------------------------------------------------------------------------ GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAATARTEAATCATTETCIACCACAAAATTAAAGT TT
------------------------------- CIAAIAATAAT— I B —.TIAAAATAAATAAAGACIATGGAAGTCCGAAATTCTTTTAGTATCAATA"AATCATTITCIACCACAAAATTAAAGT TT
GTTTGTTTGAATGTGGTAGACAATGATTCAGTATT - --------- GGTTAAAATAAATAAAGACAAT.AAGTCCGAAATTCTTTTAGTATCAAT -------------------------

—————————————————————————————————————————————————————————————————————————————— GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAATART
TCTRGHMACTAATTCTATATTCGTTTGTTTGAATGTGGTAGACAATGATTCAGTATT -=-=-=-==-=---- GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAATA
TT*AI ——————————————— ITTTGTTTGAATGTGGTAGACAATGATTCAGTATT —————————— GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAAIT T
TCTRAM----------- ATGGGTTTGTTTGAATGTGGTAGACAATGATICAGTATT —————————— GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAATART

------------------------------------------------------------------------------ GGTTAAAATAAATAAAGACAATGGAAGTCCJAAATTCTTTTAGTATCAATART

> > > > > > > > >

------------------------------------------------------------------------------ GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTJAGTATCAATTRRT A
---------------------------------------- ATTHARTATT----------GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAAT - -T A
ACTAATTCTATATTCGTTTITTTGAATGTGGTAGACAATGATTCAGTATT ---------- GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAATART

CTTAATTCTATITTCGTTTGTTTGAATGTGGTAGACAATGATTCAGTATT ---------- GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAITT T
ACAAGTTCTATA- - - = e e e e e = - AA.TAITAIAAAITGITI ----------------- GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAATART
GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAANMART
GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAAR- - - - - - - s o m e e e e e e e e e e e i e e e e o

GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAATA TIGGAIT AATTIAAGT
GGTTAAAATAAATAAAGACAATGGAAGTCCGAAATTCTTTTAGTATCAATARTEAATCATT AATTAAA- -
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d_uf.bed g 2.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa gs.fa ce.fa I After TEtrimmer 3297 b P

size: 3297bp; fragments: 24718; full length: 0 (>=2967.3bp)
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sta.b.bed uf.bed g 2.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa After TEtrimmer Extended plOt Blue lines are boundaries

size: 3619bp; fragments: 24597; full length: 0 (>=3257.1bp)
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TE: nd_4 family 2225 Before TEtrimmer 1553 bp

size: 1553bp; fragments: 10883; full length: 282 (>=1397.7bp)
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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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