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RhaBa      PVKLHEIYIRQSTYPVAEQGSFRCSDALLNATWEISRHTTRLCMEDTFVDCPSYE-QVFW 576 
RhaLa      VNK-DDFESWVLYSDLKQTGFIKTNNDKVNRLFKNVIWGQKSNFMDVPTDCPQRDERLGW 448 
RhaHp      EFSPNNIEFVVIGNLMETTGGFECSDKMLNRLHQNVVHSMRGNFLAIPMDCPQRDERLGW 474 
             . .::        :   * :. .:  :*   :      :  :     ***. : :: * 
             
RhaBa      VGDSRNEALVNYYVFGETEIVERCLNLVP-GSADETPLYLDQVPSAWSSVIPNWTFFWIL 635 
RhaLa      TGDAEIFAPTASFNMNTYEFYKKYAKDMLVEQEDNKGM----LPIIVPSLKQK------S 498 
RhaHp      TGDIAIFCPTALYLCDCYSFLQSWLKDLKLEQKEKGGA----PAVVVPDIIHAFDTFWNG 530 
           .**    . .  :     .: :   : :   . ::             .:           

RhaBa      AC-------------REYAAHTGNEAFAARIWPAVKHTLTHYLEHIDDSGLLNMAGWNLL 682 
RhaLa      TGMAIWSDAATIIPWVTYR-FFDDLGVLKQNYSQM-KNWVDWITQNTKTKYLWIGQMQLG 556 
RhaHp      KIAAIWQDASVIVPYELYR-SSGNKHILQAQYESM-VSWIDYIPKIEGKVRWNKIELQLG 588 
                            *     :  .    :  :  .  .:: :   .        :*  

RhaBa      DWAPIDQPNEGIVT-HQNLFLVKALRDSRALAAAAGATEEADAFAARADLLAETINAVL- 740 
RhaLa      DWLSLDNGAN-PQGKTNEDYI-ASIYYFVSAS----IV------SKAARLLHYDMESDYY 604 
RhaHp      DWLDPSAPPENPLLALTDAYLVADAFLFKILT----MT------SETAEILN-------- 630 
           **   .   :       : ::          :     .      :  * :*          

RhaBa      --WDEEKRA-YI-DCIHADGRRSDVYSMQTQV-VAYLCGVAQG----------------- 778 
RhaLa      ENLARNIKTNILNEFVTEKGRIA--IDTQTALVLALHFGLVHDYQKSQV-VADLVKKVKD 661 
RhaHp      --WLPKCRSDFNEAYISSSGKLT--SNTQTAYALAICFGLYKNDDQISYAGNQLSELVRQ 686 
                : ::      :  .*: :   . **   :*   *: :                   

RhaBa      EREAVIEGYLSSPPPAFVQIGSPFMSFFYYEALEKAGRQTLMLD----DIRRNYGQMLRY 834 
RhaLa      DNKHLQTGF----------VGTPFL----LSVLSNNNQHHLAMDIFMQEDCPSWLYEVNM 707 
RhaHp      SDYKISTGF----------AGTPFV----TEALTITGHLEDAYKMILQKECPSWLYPVSV 732 
           .   :  *:           *:**:     ..*    :     .    .   .:   :   
                
RhaBa      DATTCWEMYPNFA-ENRSNPDMLTRSHCHAWSAAPGYFLGSSILGVKRGADGWRTVDIAP 893 
RhaLa      GATTIWERWNSVLPDGKMNPEGMNSLNHYSF-GAVMMWMYQCVVGLNQFDAGFKEIYFAP 766 
RhaHp      GATTVWERWDSMLPTGHINPGEMTSFNHYAL-GSIANWMHERMGGLKLKEPGWREFYLRP 791 
            *** ** : ..    : **  :.  . ::  .:   :: . : *::    *:: . : * 






































































































































































































































