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1 MSA length = 1808 1

GGCGAACTGGATG-AT ABA AC GTTCG GGCAGATTAACA CGBCGCACAGTGATGCAGAAGTTCCCAATAGCGGCAAAA - - - - - - - - - - GTTGAGAAATTATTTTTTGCCACTTTTCGCGTTTTTGGIATCACTGTGCG
T"A GAAAGT AAT.AIA.AC-—TTIG.AGCA—TTTIATA.CG CGCACAGTGATGCAGAAGTTTCCAATAGCGGCAGAA - - - - - - - - - - GTTGAGAAATTATTTTTTGCCACTTTTCGCGTTTTTGGCATCACTGTGCG
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THGTARATTGATAAATTTGCGAAAAT AATAATAAT T T TAT T - - - - - - o m oo e o s e oo m o mm oo s CAGTGATGCAGAAGTTTCCAATAGCGGCAGAA---------- GTTGAGAAATTATTTTTTGCCACTTTTCGCGTTTTTGGCATCACTGTGCG
G GTA GACGGTCAAACG CGCACAGTGATGCAGAAGTTCCCAATAGCGGCAAAA - - - - - - - - - - GTTGAGAAATTATTTTTTGCCACTTTTCGCGTTTTTGGCATIACTGTGCG
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CICACAGTGATGCAGAAGTTCCCAATAGIGGCAAAA —————————— GTTGAGAAATTATTTTTTGCCACTTTTIGCGTTTTTGGCATCACTGTGCG
CGCACAGTGATGCAGAAGTTTCCAATAGCGGCAGAA---=-=-=-=-=--- GTTGAGAAATTATTTTTTGCCACTTTTCGCGTTTTTGGCATCACTGTGCG
CGCACAGTGATGCAGAAGTTCCCAATAGCGGIAAAA —————————— GTTGAGAAATTATTTTTTGCCACTTTTCGCGTTTTTGGCATCACTGTGCG
CGCACIGTG—TGCAIAAGTTCCCAATAGCGGCAAAA —————————— GTTGAGAAATTATTTTTTGCCACTTTTCGCGTTTTTGGCATCACTGTGCG
CICACAGTGATGCAGAAGTTCCCAATAGCGGCAAAA —————————— GTTGAIAAATTATTTTTTGCCACTTTTCGCGTTTTTGGCATCACTGTG G
CGCACAGTGATGCAGAAITTCCCAATAGCGGCAAAA —————————— GTTGAGAIATTATTTTTTGCCACTTTTCGCGTTTTTGGCATCACTGTGIG
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Before TEtrimmer ORF and PFAM domain plot
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