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gi|194394143|ref|NP_068556.2| ------------------------------MHSASSMLG-AVKMEGHE-PSDWSSYYAEPEG-----------YSSVSNMN-AGLGMNGMNTYMSMSAAAMGSGSGNMSAG------------SMNMSSYVGAGMS-PSLAGMSPGAGAM   150
gi|73991103|ref|XP_542865.2| ------------------------------MHSASSMLG-AVKMEGHE-PSDWSSYYAEPEG-----------YSSVSNMN-ASLGMNGMNTYMSMSAAAMGSGSGNMSAG------------SMNMSSYVGAGMS-PSLAGMSPGAGAM   150
gi|6753898|ref|NP_034576.1| ------------------------------------MLG-AVKMEGLE-PSDWSSYYAEPEG-----------YSSVSNMN-AGLGMNGMNTYMSMSAAAMGGGSGNMSAG------------SMNMSSYVGAGMS-PSLAGMSPGAGAM   150
gi|6981036|ref|NP_036875.1| ------------------------------------MLG-AVKMEGHE-PSDWSSYYAEPEG-----------YSSVSNMN-ASLGMNGMNTYMSMSAAAMGSGSGNMSAG------------SMNMSSYVGAGMS-PSLAGMSPGAGAM   150
gi|194672271|ref|XP_599153.4| ----------------------------MGSGRKAERRGPWDRLRGRP-PGAVSHRSLARVGGGFRGSGACSGYSSVSNMN-AGLGMNGMNTYMSMSAAAMGSGSGNMSAG------------SMNMSSYVGAGMS-PSLAGMSPGAGAM   150
gi|18858687|ref|NP_571024.1| ------------------------------------MLG-AVKMEGHEHAADWSTYYGEPEC-----------YTSVSNMN-TGLGMNSMNTYMTMSG--MSSTANMTAAN------------TMNMS-YVNTGMS-PSMTGMSPGTGAM   150
gi|281362749|ref|NP_001163762.1| MQKLYAEPPPSSAPVSMASSGGGGPPSGGGGGGGGGGGGGPPPPSNNNPNPTSNGGSMSPLA------------RSAYTMNSMGLPVGGMSSVSPQAAATFSSSVLDSAAAVASMSASMSASMSASMNASMNGSMGAAAMNSMGGNCMTP   150
gi|118794317|ref|XP_321425.3| ---------------------------------------------------------MSPMA------------TTYSSMNSMGMAVGGMTSVSPQGGG-FGATVLGSPG--------------------MGG-MG-AAMNSMSGNCLTS   150
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gi|194394143|ref|NP_068556.2| AGMGGSAGAAGVAGMGPHLS-PSLSPLGGQAAGAMGGLAPYAN-MNSMSPMYGQAGLSRARDP-KTYRRSYTHAKPPYSYISLITMAIQQSPNKMLTLSEIYQWIMDLFPFYRQNQQRWQNSIRHSLSFNDCFLKVPRSPDKPGKGSFWT   300
gi|73991103|ref|XP_542865.2| ASMGGSAGAAGVAGMGPHLS-PSLSPLGGQAAGAMGGLAPYAN-MNSMSPMYGQAGLSRARDP-KTYRRSYTHAKPPYSYKSLITMAIQQSPNKMLTLSEIYQWIMDLFPFYRQNQQRWQNSIRHSLSFNDCFLKVPRSPDKPGKGSFWT   300
gi|6753898|ref|NP_034576.1| AGMSGSAGAAGVAGMGPHLS-PSLSPLGGQAAGAMGGLAPYAN-MNSMSPMYGQAGLSRARDP-KTYRRSYTHAKPPYSYISLITMAIQQSPNKMLTLSEIYQWIMDLFPFYRQNQQRWQNSIRHSLSFNDCFLKVPRSPDKPGKGSFWT   300
gi|6981036|ref|NP_036875.1| AGMSGSAGAAGVAGMGPHLS-PSLSPLGGQAAGAMGGLAPYAN-MNSMSPMYGQAGLSRARDP-KTYRRSYTHAKPPYSYISLITMAIQQSPNKMLTLSEIYQWIMDLFPFYRQNQQRWQNSIRHSLSFND-FLKVPRAPDKPGKGSFWT   300
gi|194672271|ref|XP_599153.4| AGMSGSAGAAGVGGMGPHLS-PSLSPLGGQAAGAMGGLAPYAN-MNSMSPMYGQAGLSRARDP-KTYRRSYTHAKPPYSYISLITMAIQQSPNKMLTLSEIYQWIMDLFPFYRQNQQRWQNSIRHSLSFNDCFLKVPRSPDKPGKGSFWT   300
gi|18858687|ref|NP_571024.1| AGMG-----AGMTGMSAALS-PTMSPMAAQAP-SMNALTSYSN-MNAMSPMYGQSNINRSRDP-KTYRRSYTHAKPPYSYISLITMAIQQSPSKMLTLSEIYQWIMDLFPFYRQNQQRWQNSIRHSLSFNDCFLKVPRSPDKPGKGSFWT   300
gi|281362749|ref|NP_001163762.1| SSMSYASMGSPLGNMGGCMAMSAASMSAAGLSGTYGAMPPGSREMETGSPN--SLGRSRVDKP-TTYRRSYTHAKPPYSYISLITMAIQNNPTRMLTLSEIYQFIMDLFPFYRQNQQRWQNSIRHSLSFNDCFVKIPRTPDKPGKGSFWT   300
gi|118794317|ref|XP_321425.3| TPIGYSSMGSPISNMGSCMGGNGMSTMAA-MSGYSSVAGSREVLGDPSSPNSVALQRARTEKPAATYRRNYTHAKPPYSYISLITMAIQNNPHKMLTLAEIYQFIMDLFPFYRQNQQRWQNSIRHSLSFNDCFVKVPRTPDKPGKGSFWT   300
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gi|194394143|ref|NP_068556.2| LHPDSGNMFENGCYLRRQKRFKCEKQLALKEAAGAAG-SGKKAAA--GAQASQAQLGEAAG-PASETPAGTESPHSSASPCQEHKRGGLGELKGT----------------PAAALSPPEPAPSPGQQQQ-----AAAHLLGPPHHPGLP   450
gi|73991103|ref|XP_542865.2| LHPDSGNMFENGCYLRRQKRFKCEKQLALKEASGAAG-GGKKATA--AAQASQGQLGEAAG-PASETAAGTESPHSSASPCQEHKRGPLGELKGT----------------PAAALSPPEPAPSPGQQQQQQQQQAAAHLLGPPHHPGLP   450
gi|6753898|ref|NP_034576.1| LHPDSGNMFENGCYLRRQKRFKCEKQLALKEAAGAASSGGKKTAP--GSQASQAQLGEAAG-SASETPAGTESPHSSASPCQEHKRGGLSELKGA----------------PASALSPPEPAPSPGQQQQ-----AAAHLLGPPHHPGLP   450
gi|6981036|ref|NP_036875.1| LHPDSGNMFENGCYLRRQKRFKCENELALKEAAGAGSGGGKKTAP--GTQASQVQLGEAAG-SASETPAGTESPHSSASPCQEHKRGGLSELKGT----------------PASALSPPEPAPSPGQQQQ-----AAAHLLGPPHHPGLP   450
gi|194672271|ref|XP_599153.4| LHPDSGNMFENGCYLRRQKRFKCEKQLALKEAAGAAG-GGKKAAASAGAQASQGPLGEAAAGPAPETPAGTESPHSSASPCQEHKRGGLGELKGT----------------PASALSPPEPAPSPGQQQQQ----AAAHLLGPPHHPGLP   450
gi|18858687|ref|NP_571024.1| LHPDSGNMFENGCYLRRQKRFKCDKKLS-KDPSRKTSEGGSNSSS--------------------ESCNGNESPHSNSS-SNELKR-SLSDMK------------------SGQGLSP-DHAASPTSQAQ--------HLLAQ-HHSVLA   450
gi|281362749|ref|NP_001163762.1| LHPDSGNMFENGCYLRRQKRFKDEKKEAIRQLHKSPSHS-SLEAT---SPGKKDHEDSHHMHHHHHSRLDHHQHHKEAGGASIAGVNVLSAAHSKDAEALAMLHANAELCLSQQPQHVPTHHHHQHHQLQQ---EELSAMMANRCHPSLI   450
gi|118794317|ref|XP_321425.3| LHPDSGNMFENGCYLRRQKRFKDEKKEVLRSLHKSPAHGGSLDAVG--SPDKKDPNEEHHHHHHHHS-HSHHSHRTEH-------VSKLSAAHGG----------------SHHPTHH-HHHHPAHQQLQQ---EELTAMVN-RCHPSLL   450
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gi|194394143|ref|NP_068556.2| PEAHL-------KPEHHYAFNHPFSINNLMSSEQQHHHSHHHHQPHKMDLKAYEQVMHYPG-YGSPMPGSLAMGPVTNKTGLDASPLAADTSYY---QGVYSRPIMNSS-   560
gi|73991103|ref|XP_542865.2| PEAHL-------KPEHHYAFNHPFSINNLMSSEQQHHHSHHHHQPHKMDLKAYEQVMHYPG-YGSPMPGSLAMGPVTNKAGLDASPLAADTSYY---QGVYSRPIMNSS-   560
gi|6753898|ref|NP_034576.1| PEAHL-------KPEHHYAFNHPFSINNLMSSEQQHHHSHHHHQPHKMDLKAYEQVMHYPGGYGSPMPGSLAMGPVTNKAGLDASPLAADTSYY---QGVYSRPIMNSS-   560
gi|6981036|ref|NP_036875.1| PEAHL-------KPEHHYAFNHPFSINNLMSSEQQHHHSHHHHQPHKMDLKTYEQVMHYPGGYGSPMPGSLAMGPVTNKAGLDASPLAADTSYY---QGVYSRPIMNSS-   560
gi|194672271|ref|XP_599153.4| PEAHL-------KPEHHYAFNHPFSINNLMSSEQQHHHSHHHHQPHKMDLKAYEQVMHYPG-YGSPMPGSLAMGPVTNKAGLDTSPLAADTSYY---QGVYSRPIMNSS-   560
gi|18858687|ref|NP_571024.1| HEGHL-------KPEHHYSFNHPFSINNLMSSEQQH---------HKMDLKTYEQVMHYG--YGSPMAGTLSMGSMASKAGLDSP----DTSYY---QGVYSRPILNSS-   560
gi|281362749|ref|NP_001163762.1| TDYHSSMHPLKQEPSGYTPSSHPFSINRLLPTES------------KADIKMYDMSQYAGYNALSPLTNSH---AALGQD-----------SYY-QSLGYH-APAGTTSL   560
gi|118794317|ref|XP_321425.3| GEYHS-MH-LKQEPAGYTPSSHPFSITRLLPTES------------KADIKMYEMSQYAGYNGLSPLPNSHAAAAALGQD-----------SYYHQSLGYHHASTGTTSL   560
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