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gi|50302825|ref|XP_451349.1| HVYKDHVDALRTQ--------------------------------------IAREPRAFPKLKIKR---NVSDI---DDFKYEDFEITD------YNPHGKIQMKMSV------   312
gi|45188092|ref|NP_984315.1| HVYSDHIAALKEQ--------------------------------------IERVPREFPNLRIKR---KVTDI---DDFTLDDFEITD------YNPHPRIQMNMSV------   340
gi|83578104|ref|NP_014717.2| HVYKDHIDALKEQ--------------------------------------ITRNPRPFPKLKIKR---DVKDI---DDFKLTDFEIED------YNPHPRIQMKMSV------   304
gi|19115217|ref|NP_594305.1| HIYNDHLEALQTQ--------------------------------------LERVPKAFPKLFFKR---DAKDIGSIDSFSVDDFAVEG------YNPYGPIKMKMSV------   625
gi|39944952|ref|XP_362013.1| HVYADHVDALRTQ--------------------------------------LEREPRPFPELEINRPEVPEGGDGVIDGWKLEDFVIKG------YDPHKAIAMKMSV------   339
gi|85089414|ref|XP_957941.1| HVYLNHVDALKTQ--------------------------------------LEREPREFPTLEIQR----EKG-GSIDGWKAEDFVIKG------YEPHKTIAMEMSV------   368
gi|71993377|ref|NP_491532.3| HVYSNHVDALKIQ--------------------------------------LDREPYAFPKIRFTR------DVASIDDFTSDMIALDD------YKCHPKIPMDMAV------   312
gi|124505475|ref|XP_001351479.1| HVYNNHIDSLKIQ--------------------------------------LNRIPYPFPTLKLNP------DIKNIEDFTISDFTIQN------YVHHEKISMDMAA------   608
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