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Bmor_L_ICPK01046969         MAIAFNLPSEREAADENFSRLNRLLAELYEVLCHILVSRQPGE-VQENRRDRPHSDSELT 59 
Msex_L_XP_030040660         MAIAFNLPSEREANDENFSRLNRLLAELYEVLCHILVSRQPGPEAQESRRERPHSDSEIL 60 
                            ************: :**********:***********:*:*     : **:**.*:*::  
 
Pxyl_L_XP_037962503         RPTFSGLPEVPPARRPGSVVFPPPALLNIDSEDLEDDVFVSPRFDNGNDLFSTRTMEIFG 117 
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Ppol_LP_XP_013147603        --YGSPRTPAGLLLSPRRERAFTFSVTSEKHWRDKGGTDVADGV----ASADVTDSSSP- 165 
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