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gi|4507583|ref|NP_000034.1| -----------------------MLG----IWTLLPLVLTSVARLSSKSVNAQVTDINSKGLELRKTVTTVETQNLEGLHHDGQFCHKPCPPGERKARDCTVNGDEPDCVPCQEGKEYTDKAHFSSKCRRCRLCDEGHGLEVEINCTRTQ   123
gi|114631736|ref|XP_001139138.1| ------------MRSADPAGQAGQLRRSSETTALHVEVLTSVARLSSKSVNAQVTDINSKGLELRKTVTTVETQNLEDLHHDGQFCHKPCPPGERKARDCTVNGDEPDCVPCQEGKEYTDKAHFSSKCRRCRLCDEGHGLEVEINCTRTQ   138
gi|27807189|ref|NP_777087.1| -----------------------MSG----IWVHLSLIFISVSGPLSKGENAHMAGINSEGLKLN---ITEANSCQEGLYREHQFCCQPCPPGKRKNGDCKRDGDTPECVLCSEGNEYTDKSHHSDKCIRCSICDEEHGLEVEQNCTRTR   120
gi|73996087|ref|XP_543595.2| ---------------MLFLGCLGAWGRG--RRQVQPQTLASIAGPWPRGVKAQVTSLS----------------------------YKVLRSGTRKESDCTSYAGKSHCVPCQEGEEYTDKTHLSPKCRRCGICDGEHGLEVERNCTQTR   105
gi|6679751|ref|NP_032013.1| ------------------------------MLWIWAVLPLVLAGSQLR-VHTQGTNSISESLKLRRRVHETDKNCSEGLYQGGPFCCQPCQPGKKKVEDCKMNGGTPTCAPCTEGKEYMDKNHYADKCRRCTLCDEEHGLEVETNCTLTQ   119
gi|59624977|ref|NP_631933.2| ------------------------------MLWIMAVLPLVLAGPELN-VRMQGTDSISEGLELKRSVRETDNNCSEGLYQVGPFCCQPCQPGERKVKDCTTSGGAPTCHPCTEGEEYTDRKHYSDKCRRCAFCDEGHGLEVETNCTRTQ   119
gi|118092807|ref|XP_421659.2| MGGAGLRQKPGGFRFAGGSETGLFGNMARGLFHLLLVIVLVMETHCINDTEVPTHTAHNKSITRKRNIAKREITCGEGNYSFSGQCCTKCKRGHVKSIDCPKT--QAHCVPCKSGEEYMDHINDLDECMRCRSCDKALGLEVVKNCTSTE   148
gi|189530839|ref|XP_690447.3| ----------------------------------MPTLTYSWR-------------------------LRRDASCEFGTYQHERNTCCLCPAGFKVSTHCTNT-DKTECKQCEDG-YYLNNNNNENQCRPCKICDANAKMKEIEKCSKSS    89
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gi|114631736|ref|XP_001139138.1| NTKCRCKPNFFCNSTV-CEHCDPCTKC-EHGIIKECTLASNTKCKEEGSRSN-LWWLCLLLLPIPLIVWVKRKEVQKTCRKHRKENQGSHESP--TLNPETVAINLSDVDLSKYITTIAGVMTLSQVKGFVRKNGVNEAKIDEIKNDNVQ   283
gi|27807189|ref|NP_777087.1| NTKCRCKSNFFCNSSP-CEHCNPCTTC-EHGIIEKCTPTSNTKCKGSRSHANSLWALLILLIPIVLIIYKVVK-----SRERNKKND-YCNSA--ASNDEGRQLNLTDVDLGKYIPSIAEQMRITEVKEFVRKNGMEEAKIDDIMHDNVH   260
gi|73996087|ref|XP_543595.2| NTKCRCKPNFYCDVSP-CEHCNPCSTC-EHGILERCTPTSDTKCEEGSSSRYLWFCVLIPILTSVLVCWSCVL-----CWCHRRDARVTRAPW--TDVLSETVPCLSDIDLSKYIIGIAEQMKIKQVREFVRKNGINEAKIDEIKNDNLQ   246
gi|6679751|ref|NP_032013.1| NTKCKCKPDFYCDSPG-CEHCVRCASC-EHGTLEPCTATSNTNCRKQSP-RNRLWLLTILVLLIPLVFIYRKY----RKRKCWKRRQDDPESR--TSSRETIPMNASNLSLSKYIPRIAEDMTIQEAKKFARENNIKEGKIDEIMHDSIQ   260
gi|59624977|ref|NP_631933.2| NTKCRCKENFYCNASL-CDHCYHCTSCGLEDILEPCTRTSNTKCKKQSSNYKLLWLLILPGLAILFVFIYKRY----RKR-----QPGDPESG--IPSPESVPMNVSDVNLNKYIWRTAEKMKICDAKKFARQHKIPESKIDEIEHNSPQ   257
gi|118092807|ref|XP_421659.2| NAECSCAKNHYCNSSR-CEHCESCTVCENGQIEKECTSTSDTVCRMQEAGMPRWGTAIIVVFVILAVAAGLIFYFKRKVNNYTTQGNTAAADTGKVHSPETLRLIHIDVDLTHHVPDIVREMTLRQVITFVRHHRLSEPTIEETLLDNSN   297
gi|189530839|ref|XP_690447.3| NTVCGCEEGRFCDKDKDCNVCYPCDPC-PNGVKEQCTETHNTVCHDAKDLTGTIAAVLVPLILIAVLAFMIFIWK----------KKKFCFQVRPSTDKVQTEEALPLIDLSPHLPKIADVLCWKTVKEVARRSGMTAKDIEEQEMNHPK   228
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gi|118092807|ref|XP_421659.2| NTSEQKIKLFQKWYQKHGMGGAYETLICSLRDLKMCTAADKIERKLKAAVSSHQ-------------------------------------------ERRESYNDKTEQSNTCSQEGEKCYDDNAEISKTYPESLEET------------   392
gi|189530839|ref|XP_690447.3| DVREQTFGLLEAWSQRQGLDKAYRALITTLQDIGEKATADKIRNIVEASSQP--------------------------------------------------------------------------------------------------   280
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