SLdlt LIvpy Ul v Livpy rultic

1 MSA length = 392 1

AGTCAJME - - CAA TAJJTGTAGCAGACCAGACTCAGCCAGTTGACTGGCGGTCTTCTCGATATCTA- - - - - - - - - - AATAAATCAGACGTTTAATTATCCACACGGAACCCAGTAAGAACGTAACAAT GAATT---- - - AA
AGATARETTCGCEINE A\ BCRTGTH TR THAGARE - - - -------- CAGTGTAGCAGACCAGACTCAGAMAGT TGACTGGCGGTCTTCTCGATATCTA- == - == - - - - AATCAATCAGACGTTTAATTATCCACACGGAACCCAGTAAGACGTAACAAT AGATTCGATIARAR- - - - - AA
- -ATEBERETTTGA ATTGTAGCAGACCAGACTCAGACCAGTTGACTGGCJGTCTTCTCGATATCTA- - - -« - --- AATAAACCAGACGTTTAATTATCCACAJGGAACCCAGCAAGAACGTAACAAT GA- - - CAAT AA
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TATTGTAICAGACCAGACICAGACCAGTTGACTGGCGGTCTTCTCGATATCTA —————————— AATCAATCAGACGTTTAATTATCCICACGGAACCCAGTAAGAACGTAACAAT
TATTGTAGCAGACCAGACTCAGACCAGTTGACTGGCGGTCTTCTCGATATCTA--=-=-=-=--~--- AATCAATCAGACGTTTAATTATCCACACGGAACCCAGCAAGAACGTAACAA
———————————— CAGTGTAGCAGACCAGACTCAGACCAGTTGACTGGCGGTCTTCTCGATATCTA——————————AATCAATCAGACGTTTAATTATCCACACIGAACCCAGCAAGAACGTAACAAT
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--------- TATTGTAGCJGACCAGACTCAGACCAGTTGACTGGCGGTCTTCTCGATTCTA- - - - - - - - - - AATCAATCAGACGTTTAATTATCCACACGGAACCCAGCAAGAACATAACAAT - - -« -« - - - - - - GG- - - CAA AA
AffTCA TATTGTAGCAGJCCAGACTCAGACCAGTTGACTGGC GTCTTCTCGATITCTA ---------- AAT- - - -CAGACGTTTAATTATCCACACGGAACCCAGCAAGAACGTAACA - - AT AAATTCAAT AA
AGATAE ----------- CAGTITAICAGACCAGACTCAGACCAGTTGACTGGC!ITCTTCTCGATATCTA ---------- AATAAACCAGACGTTTAATTATCCACACGGAACCCAGC - AGAACATAACART AC AAATTTGRT AA
----------------- T TATTTAGCAGACCAGACTCAGACCAGTTGACTGGCGGTCTTCTCGATATCTA- - - - - - - - - - AATCAATCAGACGTTTAATTATCCACACGGAACCCAGAAGAACGTAACAAT AT GGATTTAAT
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.
size: 392bp; fragments: 1001; full length: 509 (>=352.8bp)
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fastab.bed ufbed g 3.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 692bp; fragments: 1004; full length: 0 (>=622.8bp)
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After TEtrimmer ORF and PFAM domain plot
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