
                                                                                                                                                             ...  ..*:*** :      ** .   
gi|18858733|ref|NP_571286.1| MEVSP----------EQHRWVTHHT----VGQHPETHHPGLG---------HSYMDPSQYQLAEDVDVLFNIDG-----------------QSNHP--YYGNPVRA-VQR------------YPPPPHSSQMCRPSLLHGSLPWLDGGKS   150
gi|189518178|ref|XP_001918794.1| MEVSP----------EQHRWVTHHT----VGQHPETHHPGLG---------HSYMDPSQYQLAEDVDVLFNIDG-----------------QSNHP--YYGNPVRA-VQR------------YPPPPHSSQMCRPSLLHGSLPWLDGGKS   150
gi|4503929|ref|NP_002042.1| MEVTA----------DQPRWVSHHHPAVLNGQHPDTHHPGLS---------HSYMDAAQYPLPEEVDVLFNIDG-----------------QGNHVPPYYGNSVRATVQR------------YPPTHHGSQVCRPPLLHGSLPWLDGGKA   150
gi|114629290|ref|XP_001149347.1| MEVTA----------DQPRWVSHHHPAVLNGQHPDTHHPGLS---------HSYMDAAQYPLPEEVDVLFNIDG-----------------QGNHVPPYYGNSVRATVQR------------YPPTHHGSQVCRPPLLHGSLPWLDGGKA   150
gi|6679951|ref|NP_032117.1| MEVTA----------DQPRWVSHHHPAVLNGQHPDTHHPGLG---------HSYME-AQYPLTEEVDVLFNIDG-----------------QGNHVPSYYGNSVRATVQR------------YPPTHHGSQVCRPPLLHGSLPWLDGGKA   150
gi|18959228|ref|NP_579827.1| MEVTT----------DQPRWVSHHHPAVLNGQHPDTHHPGLG---------HSYMDPAQYPLTEEVDVLFNIDG-----------------QGNHVPSYYGNSVRATVQR------------YPPTHHGSQVCRPPLLHGSLPWLDGGKA   150
gi|73949082|ref|XP_858152.1| MEVTA----------DQPRWVSHHHPAVLNGQHPDTHHPGLG---------HSYMDPAQYPLPEEVDVLFNIDG-----------------QGNHVPSYYGNSVRATVLGSCSHGHFSLLPPRPPPRAGSQVCRPPLLHGSLPWLDGGKA   150
gi|116003829|ref|NP_001070272.1| MEVTA----------DQPRWVSHHHPAVLNGQHPDTHHPGLG---------HSYMDPAQYPLPEEVDVLFNIDG-----------------QGNHVPSYYGNSVRATVQR------------YPPTHHGSQVCRPPLLHGSLPWLDGGKA   150
gi|56605890|ref|NP_001008444.1| MEVST----------DQPRWVSHHHPAVLNGQHPDSHHPTLG---------HTYMDPTQYPLAEEVDVLFNIDG-----------------QGNPVPPYYGNSVRATVQR------------YPTAHHGSQVCRPPLLHGSLPWLDGSKA   150
gi|24644977|ref|NP_731211.1| MDMTSTAEAAARSWYDSPRLGGGGSSGGGNGGGVSPQTNGLGSAGSSLAHSHHSLSSGASSAGSSVGVGSALGGGGGSGLDTSDMSAFYALESNGHHRRYYPSYHQHTSR------------MPSTHASPQVCRPHFHTPLSPWLTSEH-   150
gi|158291624|ref|XP_562743.3| ------------------------------------------------------------------------------------------------------------SR------------MTSSHVSPQVCRPHFHGPLS-WLSDPP-   150
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gi|18858733|ref|NP_571286.1| IGPHHSTSPWNLGPFPKTSLHHSSPGPLSVYPPASSSSLSAGHSSPHLFTFPPTPPKDVSPDPAISTSGSGSSVRQEDKECIKYQVSLAESMKLDSAHSR-SMASIGAGASSAHHPIATYPSYVPDYGPGLFPPSSLIGGSSSSYGSKTR   300
gi|189518178|ref|XP_001918794.1| IGPHHSTSPWNLGPFPKTSLHHSSPGPLSVYPPASSSSLSAGHSSPHLFTFPPTPPKDVSPDPAISTSGSGSSVRQEDKECIKYQVSLAESMKLDSAHSR-SMASIGAGASSAHHPIATYPSYVPDYGPGLFPPSSLIGGSSSSYGSKTR   300
gi|4503929|ref|NP_002042.1| LGSHHTASPWNLSPFSKTSIHHGSPGPLSVYPPASSSSLSGGHASPHLFTFPPTPPKDVSPDPSLSTPGSAGSARQDEKECLKYQVPLPDSMKLESSHSRGSMTALGGASSSTHHPITTYPPYVPEYSSGLFPPSSLLGGSPTGFGCKSR   300
gi|114629290|ref|XP_001149347.1| LGSHHTASPWNLSPFSKTSIHHGSPGPLSVYPPASSSSLSGGHASPHLFTFPPTPPKDVSPDPSLSTPGSAGSARQDEKECLKYQVPLPDSMKLESSHSRGSMTALGGASSSAHHPITTYPPYVPEYSSGLFPPSSLLGGSPTGFGCKSR   300
gi|6679951|ref|NP_032117.1| LSSHHTASPWNLSPFSKTSIHHGSPGPLSVYPPASSSSLAAGHSSPHLFTFPPTPPKDVSPDPSLSTPGSAGSARQDEKECLKYQVQLPDSMKLETSHSRGSMTTLGGASSSAHHPITTYPPYVPEYSSGLFPPSSLLGGSPTGFGCKSR   300
gi|18959228|ref|NP_579827.1| LSSHHTASPWNLSPFSKTSIHHGSPGPLSVYPPASSSSLAAGHSSPHLFTFPPTPPKDVSPDPSLSTPGSAGSARQDEKECLKYQVQLPDSMKLETSHSRGSMTTLGGASSSAHHPITTYPPYVPEYSSGLFPPSSLLGGSPTGFGCKSR   300
gi|73949082|ref|XP_858152.1| LGSHHTASPWNLSPFSRTSIHHGSPGPLSVYPPASSSSLSAGHSSPHLFTFPPTPPKDVSPDPSLSTPGSAGSARQDEKECIKYQVPLPDSMKLESTHSRGSMTTLGGAASSAHHPITTYPPYVPEYSSGLFPPSSLLGGSPTGFGCKSR   300
gi|116003829|ref|NP_001070272.1| LGSHHTASPWNLSPFSKTSIHHGSPGPLSVYPPASSSSLSAGHSSPHLFTFPPTPPKDVSPDPSLSTPGSAGSGRQDEKECIKYQVPLPDSMKLESAHPRGSMATLGGAAASAHHPITTYPPYVPEYSSGLFPPSSLLGGSPTGFGCKSR   300
gi|56605890|ref|NP_001008444.1| LSSHHSASPWNLSPFSKTSIHHSSPGPLSVYPPASSSTLSAGHSSPHLFTFPPTPPKDVSPDPSISTPGSTGSTRQDEKECIKYQVSLADTMKLESSHSRSSMASLGGATSSAHHPITTYPPYVPEYSSGLFPPSSLLGGSPTGFGCKSR   300
gi|24644977|ref|NP_731211.1| -KSFAPASAWSMGQFACP----QEPQVEHKLGQMGQS-HQTTAAGQHSFPFPPTPPKDSTPDSVQTGP----SEYQAVMNAFMHQQATGSTSLTDASCALDIKPSIQNGSASGSS------------------------GSGTT--HTST   300
gi|158291624|ref|XP_562743.3| -KPIASSSAWGS-PFACP----QDP--QDKLTQV-----QTGQTGQHLFSFPPTPPKDSTPDSVQTAP----AEYQATINAFMHQAQVGSSNATADSCGLDVKPCLTGGNGSSGS------------------------GGGGSGGGQNQ   300
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                                  **      *******************************:****************      ***:*********:********** .*:**************:*****************:****** *           *     : 
gi|18858733|ref|NP_571286.1| PKTRSSSEGRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGQNRPLIKPKRRL------SAARRAGTSCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKSKKS---------HDSMEDFS   450
gi|189518178|ref|XP_001918794.1| PKTRSSSEGRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGQNRPLIKPKRRL------SAARRAGTSCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKSKKS---------HDSMEDFS   450
gi|4503929|ref|NP_002042.1| PKARSST-GRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGQNRPLIKPKRRL------SAARRAGTSCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKCKKV---------HDSLEDFP   450
gi|114629290|ref|XP_001149347.1| PKARSSTEGRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGQNRPLIKPKRRL------SAARRAGTSCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKCKKV---------HDSLEDFP   450
gi|6679951|ref|NP_032117.1| PKARSSTEGRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGQNRPLIKPKRRL------SAARRAGTSCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKCKKV---------HDALEDFP   450
gi|18959228|ref|NP_579827.1| PKARSSTEGRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGQNRPLIKPKRRL------SAARRAGTSCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKCKKV---------HDALEDFP   450
gi|73949082|ref|XP_858152.1| PKARSSTEGRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGQNRPLIKPKRRL------SAARRAGTSCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKCKKV---------HDTLEDFP   450
gi|116003829|ref|NP_001070272.1| PKARSST-GRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGQNRPLIKPKRRL------SAARRAGTSCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKCKKV---------HDALEDFP   450
gi|56605890|ref|NP_001008444.1| PKARSSTEGRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGQNRPLIKPKRRL------SAARRAGTSCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKCKKV---------HDNLEDFP   450
gi|24644977|ref|NP_731211.1| PKQ--REEGRECVNCGATSTPLWRRDGTGHYLCNACGLYYKMNGQNRPLIKPKRRLTLQSLQSAAKRAGTSCANCKTTTTTLWRRNASGEPVCNACGLYYKLHNVNRPLTMKKEGIQTRNRKLSSKSKKKKGLGGGCLPIGGHLGMGDFK   450
gi|158291624|ref|XP_562743.3| PKQ--REEGRECVNCGATSTPLWRRDGTGHYLCNACGLYYKMNGQNRPLIKPKRRL-VSSLQSAARRAGTSCANCKTTTTTLWRRNQGGEPVCNACGLYYKLHNVNRPLTMKKEGIQTRNRKLSSKSKKKKGIPGSCLPLGGHLG-DLMK   450
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gi|18858733|ref|NP_571286.1| KSLMEKNSSFS---PAALSRH---MTSFP---PFSHSGHMLTTPTPMHPSSSLP--FA----------SHHP------SSMVTAMG---   539
gi|189518178|ref|XP_001918794.1| KSLMEKNSSFS---PAALSRH---MTSFP---PFSHSGHMLTTPTPMHPSSSLP--FA----------SHHP------SSMVTAMG---   539
gi|4503929|ref|NP_002042.1| K-----NSSFN---PAALSRH---MSSLSHISPFSHSSHMLTTPTPMHPPSSLS--FG----------PHHP------SSMVTAMG---   539
gi|114629290|ref|XP_001149347.1| K-----NSSFN---PAALSRH---MSSLSHISPFSHSSHMLTTPTPMHPPSSLS--FG----------PHHP------SSMVTAMG---   539
gi|6679951|ref|NP_032117.1| K-----SSSFN---PAALSRH---MSSLSHISPFSHSSHMLTTPTPMHPPSGLS--FG----------PHHP------SSMVTAMG---   539
gi|18959228|ref|NP_579827.1| K-----SSSFN---PAALSRH---MSSLSHISPFSHSSHMLTTPTPMHPPSGLS--FG----------PHHP------SSMVTAMG---   539
gi|73949082|ref|XP_858152.1| K-----SSSFN---PAALSRH---MSSLGHISPFSHSSHMLTTPTPMHPPSSLS--FG----------PHHP------SSMVTAMG---   539
gi|116003829|ref|NP_001070272.1| K-----SSSFN---PAALSRH---MSSLSHISPFSHSSHMLTTPTPMHPPSSLS--FG----------PHHP------SSMVTAMG---   539
gi|56605890|ref|NP_001008444.1| K-----SSSFN---PAALSRH---MSSISHISPFSHSSHMLTTPTPMHPPSSLS--FG----------PHHP------SSMVTAMG---   539
gi|24644977|ref|NP_731211.1| P--LDPSKGFGGGFSASMAQHGHLSSGLHPAHAHMHGSWYTGGMGALGASSGLQGGFSTAGSLSGAVVPHSQPYHLGLSSMGTWRTDYT   539
gi|158291624|ref|XP_562743.3| P--LDHKPSFPGAFPGSMGQHSHLSGGLHPAHTHMHGGWYTTGMGALGTSGGLQNGFGGAGSLGGGVVPHSQSYHLGLNSMVSTLF---   539
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