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gi|163659903|ref|NP_001104755.1| MGKISSLPTQLFKCCFCDFLK-VKMHTMSSSHLFYLALCLLTFT-SSATAGPETLCGAELVDALQFVCGDRGFYFNKPTGYGSSSRRAPQTGIVDECCFRSCDLRRLEMYCAPLKPAKSARSVRAQRHTDMPKTQKYQPPSTNKNTKSQR   150
gi|114646569|ref|XP_001156459.1| MGKISSLPTQLFKCCFCDFLK-VKMHTMSSSHLFYLALCLLTFT-SSATAGPETLCGAELVDALQFVCGDRGFYFNKPTGYGSSSRRAPQTGIVDECCFRSCDLRRLEMYCAPLKPAKSARSVRAQRHTDMPKTQKYQPPSTNKNTKSQR   150
gi|34576545|ref|NP_908941.1| ----MTAP------------A-IKIHIMSSSHLFYLALCLLTFT-SSTTAGPETLCGAELVDALQFVCGPRGFYFNKPTGYGSSIRRAPQTGIVDECCFRSCDLRRLEMYCAPLKPTKAARSIRAQRHTDMPKTQKSPSLSTNKKTKLQR   150
gi|30578403|ref|NP_849197.1| ---------------------------MSSSHLFYLALCLLTFT-SSATAGPETLCGAELVDALQFVCGPRGFYFNKPTGYGSSIRRAPQTGIVDECCFRSCDLRRLEMYCVRCKPTKSARSIRAQRHTDMPKTQKEVHL---KNTS---   150
gi|73977753|ref|XP_853117.1| MGKISSLPTQLFKCCFCDFLK-VKMHTVSSSHLFYLALCLLTFP-SPATAGPETLCGAELVDALQFVCGDRGFYFNKPTGYGSSSRRAPQTGIVDECCFRSCDLRRLEMYCAPLKPAKSARSVRAQRHTDMPKAQKEVHL---KNAS---   150
gi|118150782|ref|NP_001071296.1| MGKISSLPTQLFKCCFCDFLKQVKMPITSSSHLFYLALCLLAFT-SSATAGPETLCGAELVDALQFVCGDRGFYFNKPTGYGSSSRRAPQTGIVDECCFRSCDLRRLEMYCAPLKPAKSARSVRAQRHTDMPKAQKEVHL---KNTS---   150
gi|52138671|ref|NP_001004384.1| MEKINSLSTQLVKCCFCDFLK-VKMHTVSYIHFFYLGLCLLTLT-SSAAAGPETLCGAELVDALQFVCGDRGFYFSKPTGYGSSSRRLHHKGIVDECCFQSCDLRRLEMYCAPIKPPKSARSVRAQRHTDMPKAQKEVHL---KNTS---   150
gi|18858887|ref|NP_571900.1| -----MSSGHFFQGHWCDVFK-CTMRCLPSTHTLSLVLCVLALTPATLEAGPETLCGAELVDTLQFVCGDRGFYFSKPTGYGPSSRRSHNRGIVDECCFQSCELRRLEMYCAPVKTGKSPRSLRAQRHTDIPRTPKKPISGHSHSSCKEV   150
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gi|163659903|ref|NP_001104755.1| R-KGWPKTHPGGEQKEGTEASLQIRGKKKEQRREIGSRNAECRGKKGK   198
gi|114646569|ref|XP_001156459.1| RRKGGPKTHPGGEQKEGTEASLQIRGKKKEQRREIGSRNAECRGKKGK   198
gi|34576545|ref|NP_908941.1| RRKGEPKTHPEGEQEEVTEATRKIRGPR-EKR--LG------------   198
gi|30578403|ref|NP_849197.1| RGSAGNKTYRM-------------------------------------   198
gi|73977753|ref|XP_853117.1| RGSAGNKNYRM-------------------------------------   198
gi|118150782|ref|NP_001071296.1| RGSAGNKNYRM-------------------------------------   198
gi|52138671|ref|NP_001004384.1| RGNTGNRNYRM-------------------------------------   198
gi|18858887|ref|NP_571900.1| HQKNSSRGNTGGRNYRM-------------------------------   198
                         .......160.......170.......180.......190........


