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1 MSA length = 581 1

AAGATATAAAGGTACITTCAGGCTGAGAGCGTCGAGCGTCCGTCGCGTTTGC ---------- GAACGCCTCBACGCGAC- - - -GCTCGACGCTCTCAGCCTGAATGTACCTTHA
GIGACAITAAGGTACATTCAGGCTGAGAGCGTCGAGCGTCGGTCACGTTTGC ---------- GAACGCCTCHACGCGACGC ACGCGICGCTCTCAGCCTGAATGTA-T
AA----TAAAGGTACATTCAGICTGAGAGCGTCGAGCHTCGGTCGCGTTTCR- - - - - - - - - - GAAfjcecT AIGCIAC L T T
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A - = s m e e e e e e e e e e e e eeeeeiaaaoo GC-=mmmmmm - GAACGCCTCBACGCHACGCEBBIGCTCGACGCTCTCAGCCTGAATGTACCTT

- - -CCATAGT CAAAATAT GAG- - - TTAAGGTACATTCAGGCTGBGAGCGTCGAGCG = = = =« == - s o s o mmmmm o c oo GAABGCCTCBACGCGACGCTRGC - - GACGCTCTCAGCCTGAATGTACCT TRT = - = - - - - - - - -
AAATCATTGC CGAAACBABCABRTEGEEGAAAT T TRBTABGA - - - - - - - - - oo e oo GAACGCCTCEACGCGACGCEMGCTGACGCTCTCAGCCTGAATGTACCTTA- - -« -« -« -« -
AAATCCTTAC CAAA-CAT AllGGcGTTAAITACATTCAGGCTGAGAGCGTCGAGCGACGGTCGCGTTTGC - == - == - - - - AACGCCTCRACGCGACGCEBACGCGACG|TcTCcAGCCTGAATGTACCTETEITAAAAARATAT
-------- GT CGAAJJTAT AJACATTAAG TACATTCAGGCTGAGAGCGTCGIGI———————————TTGC——————————AAC.—————————————————————————————————————————————————AAAATATA

TGAAACHT ABGACATTAAGGTACATTCAGGCTGAGAGCGTCGAGCGTCGGTCGCGTTTGC - == == === s = m = m o e - - AflccGacGCllccTcGACGCTCTCAGCCTGAATGacCTTHA
BAGTCATT -« ve e - - TARTGARGTET T T AT TABABAA - - - - - - oo e GAACGCCTCRACGCGC- - - -GCTCGACGCTCTCAGCCTGAATGTACCTTiA
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.
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fastab.bed ufbed g 2.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries
size: 889bp; fragments: 1315; full length: 0 (>=800.1bp)
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size: 593bp; fragments: 975; full length: 22 (>=533.7bp)
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Before TEtrimmer ORF and PFAM domain plot
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