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  345 ---ATYIRFS--Y---TM--------NES-P-------PP------------------PSYVHWWGK-IMYN-KM---YWTVTAKAVV.........................................                                                                         385   S0Solfat 
  344 ---ATYIRFS--Y---TM--------NEN-P-------PP------------------PSYVHWWGK-IGYN-KL---YWTVTAKAVV.........................................                                                                         384   S0Tokoda 
  344 ---GTYIRFN--Y---AA--------PPV-P-------PP------------------PSYVHWWGK-LMYN-KL---YWTVTAKAIV.........................................                                                                         384 YP_0011904 
  340 ---ASLIDFN--Y---KI--------EPL-PG------KFPM-----PKLGPFSLL-KETKMNWYGK-LAFE-PL---YWNVLLDGKHLGMPPTLVMAGKEVG..........................                                                                         408   C0Tepidu 

........                                                                         377 ZP_0557112 

........                                                                         378  NP_394867 

........                                                                         380   P0Aeroph 

  340 ---ATYAMFD--Y---K................................................................................................................                                                                         348 RS9contig3 

  255 ---GFTLSFD--Y---DS--------KPF-V-------NFA------------------SKSDYFLK-YISG-DT......................................................                                                                         285 AS5contig1 

  337 ---GFTLSFD--Y---NS--------KPS-V-------NFA------------------SAPDYFLK-YISG-DT---YFS-SIIRGMI................................
  338 ---GLTLYFN--Y---NK--------PPR-A-------NYD------------------SKLDYFLK-WQSG-DT---FFS-SMLRGVA................................
  340 ---ATVVSWN--Y---EN--------PAKYP-------PP------------------PSRFFNRLK-DMTN-YS---IWS--VMRCGL................................

  106 ---GFTLSFD--Y---DS--------KPF-V-------NFA------------------SKSDYFLK-YISG-DT......................................................                                                                         136 AS5contig1 

  340 ---ATYAMFD--Y---KT--------PPQ-P-------KA------------------PTGAVHAFK-MSYN-KL---YWA-TARGLL.........................................                                                                         379 ZP_0999533 

  340 ---ATYAMFD--Y---QH--------PPQ-P-------KA------------------PTGAVHAFK-MAYN-QL---YWA-SARGLL.........................................                                                                         379 YP_0022206 

   34 ---ATYAMFD--Y---KT--------PPQ-P-------KT------------------PTGAVHAFK-MSYN-KL---YWA-TARGLL.........................................                                                                          73 RS9contig9 

  340 ---ATYAMFD--Y---KT--------PPQ-P-------KA------------------PTGAVHAFK-MSYN-KL---YWA-TARGLL.........................................                                                                         379 AS5contig4 

  340 ---ATYAMFD--Y---KT--------PPQ-P-------KA------------------PTGAVHAFK-MSYN-KL---YWA-TARGLL.........................................                                                                         379 AS5contig3 

  171 .................................................................................................................................                                                                         170 AS5contig1 
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Conserved residues A. ambivalens 3H8L
Conserved residues A. aeolicus 3HYV
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