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  gi|4530499|K139 --MLTYEVAP------------------------------------ESPYVTCEKYSVISGLPMGTIRQYIAEGRIIIK--PKTK----TKEKPLVNMVAMH----------EIAAREAMQVLG------
gi|141342|phi-R67 --MLTYLFCDPSISFVPIWVLVTITTGSPQANRRCCIMTPNISITLNTPHVTIERYSELTGLSIDTINDMLADGRIPRHRLRKDK----KREKVMINLAALT----------VDALTDCNVVFN------
    gi|459180|HP1 -MSKQNAICIN--------------------------------IHMEQPYMTREEFAKKLDVSTRTIDRLRQQGVLKCIKMKNDEGEETERGLVLVDLVAIA----------VRNAKNAFQI--------
    gi|1679810|S2 -MNGQNAICIN--------------------------------VQIHAPYVTLKKYAELTGLSLDKVRKMRAAGELPIADKK------AERGSVLVNLIAIA----------KQAAKQE-----------
  gi|5824357|WPhi MEVNDYVIQYP------------------------------------IDAVHTVKFAELLGKPETAVVKMVKENKLPVIELRDPSKPNARVGEKWVFIPEFNRAVREAFYNRPVEQRDAWLLWMGL----
      gi|76820|P2 MSK---QVTLM------------------------------------TDAIPYQEFAKLIGKSTGAVRRMIDKGKLPVIDMTDPQSASGRAGEYWVYLPAWNNGLKLAYESRPKEIRDGWLMWLGLGEPR
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