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gi|118026946|ref|NP_032705.2| MSGLGESSLDPLAAESRKRK-LPCDAPGQGLVYSGEKWRREQESKYIEELAELISANLSDIDNFNVKPDKCAILKETVRQIRQIKEQGKTISSDDDVQKADVSSTGQGVIDKDSLGPLLLQALDGFLFVVNRDGNIVFVSENVTQYLQYK   149
gi|109469257|ref|XP_215947.4| MSGLGESSLDPLATESRKRK-LPCDAPGQGLVYSGEKWRREQESKYIEELAELISANLSDIDNFNVKPDKCAILKETVRQIRQIKEQGKTISSDDDVQKADVSSTGQGVIDKDSLGPLLLQALDGFLFVVNRDGNIVFVSENVTQYLQYK   149
gi|291490683|ref|NP_001167558.1| MSGLGEN-LDPLASDSRKRK-LPCDTPGQGLTCSGEKRRREQESKYIEELAELISANLSDIDNFNVKPDKCAILKETVRQIRQIKEQGKTISNDDDVQKADVSSTGQGVIDKDSLGPLLLQALDGFLFVVNRDGNIVFVSENVTQYLQYK   148
gi|73992554|ref|XP_543039.2| MSGLGENSLDPLAPDSRKRK-LPCDTPGQGLTCSGEKWRREQESKYIEELAELISANLSDIDNFNVKPDKCAILKETVRQIRQIKEQGKTISNDDDVQKADVSSTGQGVIDKDSLGPLLLQALDGFLFVVNRDGNIVFVSENVTQYLQYK   149
gi|119905976|ref|XP_602010.3| MSGLGENALDPLAPDSRKRK-LPCDPPGQGLACSGEKWRREQESKYIEELAELISANLSDIDNFNVKPDKCAILKETVRQIRQIKEQGKAITSDDDVQKADVSSTGQGVIDKDSLGPLLLQALDGFLFVVNREGNIVFVSENVTQYLQYK   149
gi|118100627|ref|XP_417385.2| MSGLGESSLDSLTNESRKRKPLPCDTPGASLTCSGEKRRREQESKYIEELAELISANLSDIDNFNVKPDKCAILKETVRQIRQIKEQGKAVSNDDEVQKADVSSTGQGVIDKDSLGPLLLQALDGFLFVVNRDGNIVFVSENVTQYLQYK   150
gi|292618880|ref|XP_002663806.1| MSGVGENSLEPLCSD-RKRKLSTCDTPGQ----GCDKRRREQESKYIEELAELISANLSDIDSFNVKPDKCAILKETVRQIRQIKEQGKSSCGDDDVQKADVSSTGQGVIDKDHLGPLLLQALDGFLFVVSREGSIVFVSDNVTQYLQYK   145
gi|292618878|ref|XP_692938.4| MSGVGENSLEPLCSD-RKRKLSTCDTPGQ----GCDKRRREQESKYIEELAELISANLSDIDSFNVKPDKCAILKETVRQIRQIKEQGKSSCGDDDVQKADVSSTGQGVIDKDHLGPLLLQALDGFLFVVSREGSIVFVSDNVTQYLQYK   145
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gi|118026946|ref|NP_032705.2| QEDLVNTSVYSILHEQDRKDFLKHLPKST-VNGVSWTNENQRQKSHTFNCRMLMKT-HDILEDVNASPETRQRYETMQCFALSQPRAMLEEGEDLQCCMICVARRVT---APFPSSPESFITRHDLSGKVVNIDTNSLR-SSMRPGFEDI   293
gi|109469257|ref|XP_215947.4| QEDLVNTSVYSILHEQDRKDFLKHVPKST-VNGVSWTNENQRQKSHTFNCRMLMKT-HDILEDTNASPETRQRYETMQCFALSQPRAMLEEGEDLQCCMICVARRVTT-DRPFPSSPESFITRHDLSGKVVNIDTNSLR-SSMRPGFEDT   295
gi|291490683|ref|NP_001167558.1| QEDLVNTSVYNILHEEDRKDFLKNLPKST-VNGVSWTNETQRQKSHTFNCRMLMKTPHDILEDINASPEMRQRYETMQCFALSQPRAMMEEGEDLQSCMICVARRITTGERTFPSNPESFITRHDLSGKVVNIDTNSLR-SSMRPGFEDI   296
gi|73992554|ref|XP_543039.2| QEDLVNTSVYSILHEEDRKDFLKNLPKST-VNGVAWTNETQRQKSHTFNCRMLMKTPHDILEDINTSPEMRQRYETMQCFALSQPRAMMEEGEDLQSCMICVARRITTGERAFPSNPESFITRHDLSGKVVNIDTNSLR-SSMRPGFEDI   297
gi|119905976|ref|XP_602010.3| QEDLVNTSVYNILHEEDRKDFLKNLPKST-VNGVTWTNETQRQKSHTFNCRMLMKIPHDILEDINTSPEMRQRYETMQCFALSQPRAMMEEGEDLQSCMICVARRITTGERAFPSSPESFITRHDLSGKVITIDTNSLR-SSMRPGFEDI   297
gi|118100627|ref|XP_417385.2| QEDLVNTSVYGILHEEDRKDFLKNLPKSS-VNGVAWTNDAPRQKSHTFNCRMMVKTSHDLLEDVGSHQDTRQRYETMQCFALSQPRAMMEEGEDLQSCMICVARRIATAERVFPTNPESFITRHDLSGKLVNIDTNSLR-SSMRPGFEDT   298
gi|292618880|ref|XP_002663806.1| QEELINTSIYNILHEEDREELHKNLPKSNGPNSVSWGGDSSRQKSHTFNCRMLVKFGHGGPGGEEGAGGP--RYETMQCFALTQPKAMMEEGEDLQSCMICVARRVTAVERTER-----FSTRHELSGKLIEIEQQSLLHTTMRPGWEDL   288
gi|292618878|ref|XP_692938.4| QEELINTSIYNILHEEDREELHKNLPKSNGPNSVSWGGDSSRQKSHTFNCRMLVKFGHGGPGGEEGAGGP--RYETMQCFALTQPKAMMEEGEDLQSCMICVARRVTAVERTER-----FSTRHELSGKLIEIEQQSLLHTTMRPGWEDL   288
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gi|118026946|ref|NP_032705.2| IRRCIQRFFSLNDGQSWSQKRHYQEAYVHGHAETPVYRFSLADGTIVSAQTKSKLFRNPVTNDRHGFISTHFLQREQNGYRPNPNPAGQGIR----PPAAGC-----GVSMSPNQNVQMMGSRTYG----------------VPDPSNTG   418
gi|109469257|ref|XP_215947.4| IRRCIQRFFSLNDGQSWSQKRHYQEAYIHGHAETPVYRFSLADGTIVSAQTKSKLFRNPVTNDRHGFVSTHFLQREQNGCRPNPNPVGQGIR----PPAAGC-----GMSLSPSQSVQMLGSRTYG----------------VADPSNTG   420
gi|291490683|ref|NP_001167558.1| IRRCIQRFFSLNDGQSWSQKRHYQEAYLNGHAETPVYRFSLADGTIVTAQTKSKLFRNPVTNDRHGFVSTHFLQREQNGYRPNPNPVGQGIR----PPMAGCNSSVGGMSMSPNQGLQMPSSRAYG----------------LADPSTTG   426
gi|73992554|ref|XP_543039.2| IRRCIQRFFSLNDGQSWSQKRHYQEAYIHGHAETPVYRFSLADGTIVTAQTKSKLFRNPVTNDRHGFVSTHFLQREQNGYRPNTNPVGSGIR----PPTAGCNSSVGGMSMSPNQGLQMLSSRPYG----------------LADPSTTG   427
gi|119905976|ref|XP_602010.3| IRRCIQRFFSLNDGQSWSQKRHYQEAYIHGHAETPLYRFSLADGTIVTAQTKSKLFRNPVTNDRHGFVSTHFLQREQNGYRPNPNPVGQGIR----PPAAGCNNSVGGMSMSPNPGLQMLSSRTYG----------------LTDPGTAG   427
gi|118100627|ref|XP_417385.2| IRRCIQRFLCHNDGQSWSNKRHYHEAYTQGHAETPLYRFSLADGTIVTAQTKSKVFRNPVTNDRHGFVSTHFLQREQNGYRPNPNTVGQNIR----TTVAGNTNSVGLMNMSPGQGMPMQ-NRNYG----------------MGDPSTVG   427
gi|292618880|ref|XP_002663806.1| VRRCMQMFLHRSEGQPWSYKRHYHEAYVHGRAETPPYRFSLSDGTPVTAQTRSELCRNPVTSDPHTFLSTHLLQREQNGYRPNQGGVMRSVMGNANPNAQMGMGNTRGYGMNEQGHMGPRGGAMYGPGNRMNQMNPMHQMNQMNQMNSMN   438
gi|292618878|ref|XP_692938.4| VRRCMQMFLHRSEGQPWSYKRHYHEAYVHGRAETPPYRFSLSDGTPVTAQTRSELCRNPVTSDPHTFLSTHLLQREQNGYRPNQGGVMRSVMGNANPNAQMGMGNTRGYGMNEQGHMGPRGGAMYGPGNRMNQMNPMHQMNQMNQMNSMN   438
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gi|118026946|ref|NP_032705.2| QMGGARYGASSSVASLTPGQSLQSPSSYQNS-----------------SYGLSMSSPPHGSPGLGPNQQNIMISPRNRGSPKMASHQFSPAAGAHSPMG---------PSGNTGSHSFSSSSLSALQAISEGVGTSLLSTLSSPGPKLDN   542
gi|109469257|ref|XP_215947.4| QMAGARYGASSSVASLTPGQSLQSPSSYQSN-----------------SYGLNMSSPPHGSPGLGPNQQNIMISPRNRGSPKMASHQFSPAAGVHSPMG---------SSGNTGSHSFSSSSLSALQAISEGVGTSLLSTLSSPGPKLDN   544
gi|291490683|ref|NP_001167558.1| QMSGARYGGSSNIASLTPGPGMQSPSSYQNN-----------------NYGLNMSSPPHGSPGLAPNQQNIMISPRNRGSPKIASHQFSPVAGVHSPMA---------SSGNTGNHSFSSSSLSALQAISEGVGTSLLSTLSSPGPKLDN   550
gi|73992554|ref|XP_543039.2| QMSGARYGASNPIASMNPGPGMQSPSSYQNS-----------------NYGLNMSSPPHGSPGLGSSQQNIMISPRNRGSPKMASHQFSPVAGVHSPMG---------SSGNTGSHSFSSSSLSALQAISEGVGTSLLSTLSSPGPKLDN   551
gi|119905976|ref|XP_602010.3| QMSGARYGASGSIASMNPGPGMQSPSSYQNS-----------------TYGLNMSSPPHGSPGLGSSQQNIMISPRNRGSPKMASHQFSPVAGVHSPMG---------SSGNTVSHSFSSSSLSALQAISEGVGTSLLSTLSSPGPKLDN   551
gi|118100627|ref|XP_417385.2| QLNSSRYGGPGNMGPVNSGPGMQS-SAYQSN-----------------SYGLNISSPPHGSPGLTSNQQNLMISTRNRGSPKMNSHQFSPVTGMHSPMG---------SASNTSNSTFSSSSLSALQAISEGVGTSLLSTLSSPGPKLDS   550
gi|292618880|ref|XP_002663806.1| QMNMNQMNCMNQMGSMNQMNQMNQMNSMNQMGHPGMNQHQQGQFHGGGGYGMVMTSPSQGSPGMNPGQQNLMGSPRIRGSPKMGASPFSP-GGMHSPMGPVGMGGSSGSSGPSVGNTFSSSSLNALQAISEGVGSSLPSALNSPAHKSDS   587
gi|292618878|ref|XP_692938.4| QMNMNQMNCMNQMGSMNQMNQMNQMNSMNQMGHPGMNQHQQGQFHGGGGYGMVMTSPSQGSPGMNPGQQNLMGSPRIRGSPKMGASPFSP-GGMHSPMGPVGMGGSSGSSGPSVGNTFSSSSLNALQAISEGVGSSLPSALNSPAHKSDS   587
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gi|118026946|ref|NP_032705.2| SPNMNISQPS--------KVSGQDSKSPLGLYCEQNPVESSVCQSNSRDHPSEKESKESSGEVSETPRGPLESKGHKKLLQLLTCSSDDRGHSSLTN--------SPLDPNCKDSSVSVTSPS--GVSSS------------TSGTVSST   662
gi|109469257|ref|XP_215947.4| SPNMNINQPS--------KASSQDSKSPLGLYCEQNPVESSVCPSNSRDHPSDKENKENSGEASETPRGPLESKGHKKLLQLLTCSSDDRGHSSLTN--------SPLDSNCKDSSISVTSPS--GVSSS------------TSGAVSST   664
gi|291490683|ref|NP_001167558.1| SPNMNITQPS--------KVSNQDSKSPLGFYCDQNPVESSMCQSNSRDHLSDKESKESSVEGAENQRGPLESKGHKKLLQLLTCSSDDRGHSSLTN--------SPLDSSCKESSVSVTSPS--GVSSS------------TSGGVSST   670
gi|73992554|ref|XP_543039.2| SPNMNISQPS--------KVNSQDSKSPLGLYCDQNPVESSMCQSNSRDHLSEKESKENIVEGSENQRGPLESKGHKKLLQLLTCSSDDRGHSSLTN--------SPLDSSCKDSSISVTSPS--GVSSS------------TSGGVSST   671
gi|119905976|ref|XP_602010.3| SPNMNITQPS--------KVNSQDSKSPLGLYCDQNPVESSMCQSNSRDHINDKESKESGVEGSENQRAPLESKGHKKLLQLLTCSSDDRGHSSLTN--------SPLDSSCKDSSISVTSPS--GVSSS------------TSGGVSST   671
gi|118100627|ref|XP_417385.2| SPNVSIAQQN--------KANNQDSKSPSGLYCEQNQVESSICQSNSRDVLSEKDSKDGSLDASESQRGQSESKGHKKLLQLLTCSSDERGHSTASN--------SPLDSNCKESSTNVTSPS--GVSSS------------TSGGVSSS   670
gi|292618880|ref|XP_002663806.1| SPNINSTQSSQQGPIGNNKPITSDSKSPSSAHSTGLDQQQASSTEN-TDKPDSQSNKDGSAGGEVNRRVP-DGKGHKKLLQLLTSPTEEIGIGTATSGPVPGRASTPMGSDPKETGSGMMSPSSTGVSSSSGSSSGNNVNQQSSGGVSST   735
gi|292618878|ref|XP_692938.4| SPNINSTQSSQQGPIGNNKPITSDSKSPSSAHSTGLDQQQASSTEN-TDKPDSQSNKDGSAGGEVNRRVP-DGKGHKKLLQLLTSPTEEIGIGTATSGPVPGRASTPMGSDPKETGSGMMSPSSTGVSSSSGSSSGNNVNQQSSGGVSST   735
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gi|118026946|ref|NP_032705.2| SNVHG----SLLQEKHRILHKLLQNGNSPAEVAKITAEATGKD----TSSTASCGEGT---TRQEQLSPKK-KENNALLRYLLDRDDPSDVLAKELQPQADSGDSK--LSQCSCSTNPSSGQEKDPKIKTETNEEVSGDLDNLDAILGDL   798
gi|109469257|ref|XP_215947.4| SNMHG----SLLQEKHRILHKLLQNGNSPAEVAKITAEATGKD----TSSTASGGEGS---VRQEQLSPKK-KENNALLRYLLDRDDPSDVLAKELQPQADGGDSK--LSQCSCSTNPSSGQEKDPKIKTEASEEVSGDLDNLDAILGDL   800
gi|291490683|ref|NP_001167558.1| SNMHG----SLLQEKHRILHKLLQNGNSPAEVAKITAEATGKD----TSSITSCGDGNV--VKQEQLSPKK-KENNALLRYLLDRDDPSDALSKELQPQVEGVDNK--MSQCTSSTIPSSSQEKDPKIKTETSEEGSGDLDNLDAILGDL   807
gi|73992554|ref|XP_543039.2| SNMHG----SLLQEKHRILHKLLQNGNSPAEVAKITAEATGKD----TSSTVSCVEGN---VKQEQLSPKK-KENNALLRYLLDRDDPSDTLSKELQPKVEGVDNK--MSQCSSSTIPSSSQEKDSKIKTETNEEGSGDLDNLDAILGDL   807
gi|119905976|ref|XP_602010.3| SNMHG----SLLQEKHRILHKLLQNGNSPAEVAKITAEATGKD----TSSTTSCVEGN---VKQEQLSPKK-KESNALLRYLLDRDDPSDTLAKELQPKVEGVDSK--MSQCSSSAIPSSSQEKDAKIKTETNEEGSGDLDNLDAILGDL   807
gi|118100627|ref|XP_417385.2| SNVHG----SLLQEKHRILHKLLQNGNSPAEVAKITAEATGKDTYHDTSNTVPCGEST---VKQEQLSPKK-KENNALLRYLLDKDDVKDPLSKELKPKVENVDNK--MGQCSSSTIPTSSQEKEMKIKTEPTEEMSGDLDNLDAILGDL   810
gi|292618880|ref|XP_002663806.1| ACPSGHHSTHTLQEKHKILHKLLQNGNTPDDVARITAEATGKSS---LSSEHPGAEGRNLELKQEQHSPKEGKKPQALLHYLLNKDDSKEPGATEVKPKLEELEARGASGGQGAGVTTSSSSNQESKVKLEQPDE----LESLESILGGL   878
gi|292618878|ref|XP_692938.4| ACPSGHHSTHTLQEKHKILHKLLQNGNTPDDVARITAEATGKSS---LSSEHPGAEGRNLELKQEQHSPKEGKKPQALLHYLLNKDDSKEPGATEVKPKLEELEARGASGGQGAGVTTSSSSNQESKVKLEQPDE----LESLESILGGL   878
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gi|118026946|ref|NP_032705.2| TS--SDFYNN--PTNGGHPGAKQQMFAGPSSLGLRSPQPVQSVRPPYNRAVSLDSPVSVGSGPPVKNVSAFPGLPKQPILAGNPRMMDSQENYGANMG---PNRNVPV-NPTSSPGDWGLANSRASRMEPLASSPLGRTGADYSATLPRP   940
gi|109469257|ref|XP_215947.4| TS--SDFYNS--PTNGSHPGAKQQMFAGPSSLGLRSPQPVQSVRPPYNRALSLDSPVSVGSVPPVKNVSAFPVLPKQPILAGNPRMMDSQENYGANMGG--PNRNVPV-NPTSSSGDWGLANSRASRMEPLASSPLGRAGGDYSAALPRP   943
gi|291490683|ref|NP_001167558.1| TS--SDFYNNSISSNGSHLGTKQQVFQGTNSLGLKSSQSVQSIRPPYNRAVSLDSPVSVGSSPPVKNISAFPMLPKQPMLGGNPRMMDSQENYGSSMGG--PNRNVTV-TQTPSSGDWGLPNSKAGRMEPMNSNSMGRPGGDYNTSLPRP   952
gi|73992554|ref|XP_543039.2| TS--SDFYNNSISTNGSNLGTKQQMFQGTNSLGLRSPQSVQAIRPPYNRAVSLDSPVSVGSSPPVKNISAFPMLTKQPMVGGNPRMMDGQENYGSTMGG--PNRNVTM-NQTPSSGDWGLQNSKASRMEPMSTNSMGRPGADYNASLPRP   952
gi|119905976|ref|XP_602010.3| TN--SDFYNNSIPTSGSNLGTKPQMFQGANSLGLRSPQPVQSVRPPYNRAVSLDSPVSVGSSPPVKNIGAFPMLPKQPMLGGNPRMMDNQENYGSNMGG--PNRNVTV-NQAPSSGDWGLPSSKASRMEPVNSNAMGRPGTDYNASLPRP   952
gi|118100627|ref|XP_417385.2| TS--SDFYNNAMSTSGNNFGMKQALFQGNASLSMRSPQSVQAARPPFNRAMSLDSPVGSGAS--VRNVNAFSMLQKQNLMGGSPRMTENQESFGANIGFT-PNRGVSM-NQHQS-GDWGLPNSKVNRLEPTSSTSMLRQGAEFSASLPRP   953
gi|292618880|ref|XP_002663806.1| RNPGPGMFVDS-GSGGSEVGNKQGNGPNSTAHDREGVGMGSGQRVPFQRAVSVDG----------KPMSGPGMTGRK----SAPSSLVKQEHTDSQIGMGGPNRLMGMPNRPPMAGAGDWMSSSGSPAGSVGHPGMGRPGMDHN---PKS  1010
gi|292618878|ref|XP_692938.4| RNPGPGMFVDS-GSGGSEVGNKQGNGPNSTAHDREGVGMGSGQRVPFQRAVSVDG----------KPMSGPGMTGRK----SAPSSLVKQEHTDSQIGMGGPNRLMGMPNRPPMAGAGDWMSSSGSPAGSVGHPGMGRPGMDHN---PKS  1010
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gi|118026946|ref|NP_032705.2| AMGGSVPTLPLRSNRLPGARPSLQQQQQQQQQQQQQQQQQQQQQQQQQQQQMLQMRTGEIPMGMGVNPYSPAVPSNQPGSWPEGMLSMEQGPHGSQNRPLLRNSLDDLLGPPSNAEGQSDERALLDQLHTLLSNTDATGLEEIDRALGIP  1090
gi|109469257|ref|XP_215947.4| ALGSSGPTLPLRSNRLPGARPTLQPQPQPQQQQQQQQQQ-------QQQQQMLQMRAGEVPMGMGVSPYSPAVPSNQPGSWPEGMLSMEQGPHGAQNRPLLRNSLDELLGPPSNPEGQSDERALLDQLHTLLSNTDATGLEEIDRALGIP  1086
gi|291490683|ref|NP_001167558.1| ALGGSIPTLPLRSNSIPGARPVLQQQQQ-----------------------MLQMRPGEIPMGMGANPYGQAAASNQLGSWPDGMLSMEQVSHGTQNRPLLRNSLDDLVGPPSNLEGQSDERALLDQLHTLLSNTDATGLEEIDRALGIP  1079
gi|73992554|ref|XP_543039.2| AVGGSMPTMPLRANSIPGARPVLQQQQQQQQQQQ-----------------MLQMRPGEIPMGMGVSPYGQAAPSNQPGSWPDGMLSMEQGPHGTQNRPLLRNSLDDLLGPPSNLDGQSDERALLDQLHTLLSNTDATGLEEIDRALGIP  1085
gi|119905976|ref|XP_602010.3| AMGGSMPAMPLRSNSIPGARPVMQQQQQQQPQPQ-----------------MLQMRPGEIPMGMGVSPYGQAAPSNQPGSWPDGMLSMEQGPHGTQNRPILRNSLDDLLGPPSNLEGQSDERALLDQLHTLLSNTDATGLEEIDRALGIP  1085
gi|118100627|ref|XP_417385.2| TAGGSMPGLPVRSNSIPGTRPMLQQQ-------------------------MMHMRSNEINIGMGGNPYGQTGPTSQPGSWPDSMLSMEQASRGLQNRQLVRNSLDDLLSAAPSVEGQNDERALLDQLHTLLSNTDVTSLEEIDRALGIP  1078
gi|292618880|ref|XP_002663806.1| MMGG---PMVSRSNSVPATRSMLQQQ---------------------------LMEMGPYDVGMGMNSFRGQAPPPQSPSWPDSGMGMEGPPS--ANRLPINSPLDELLAPPSTSEGQSDERALLDQLDSLLNNTDVIALEEIDRALGIP  1128
gi|292618878|ref|XP_692938.4| MMGG---PMVSRSNSVPATRSMLQQQ---------------------------LMEMGPYDVGMGMNSFRGQAPPPQSPSWPDSGMGMEGPPS--ANRLPINSPLDELLAPPSTSEGQSDERALLDQLDSLLNNTDVIALEEIDRALGIP  1128
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gi|118026946|ref|NP_032705.2| ELVNQGQALE--SKQDVFQ----GQEAAVMMDQKAALYGQTYPAQGPP-LQGGFN-------------LQGQS-PSFNSMMGQISQQGSFPLQG----MHPRAGLVRPRTNTPKQLRMQLQQRLQGQQFLNQSRQALEMKMENPAG--TA  1213
gi|109469257|ref|XP_215947.4| ELVSQGQALE--SKQDVFQ----GQEAAVMMDQKAALYGQTYPAQGPP-LQGGFH-------------LQGQS-PSLNSMMSQISQQGSFPLQG----LHPRASMVRPRTNTPKQLRMQLQQRLQGQQFLNQSRQALEMKMESPTG--AA  1209
gi|291490683|ref|NP_001167558.1| ELVNQGQALE--PKQDAFQ----GQEAAVMMDQKAGLYGQTYPAQGPP-MQGGFH-------------LQGQS-PSFNSMMNQMNQQGNFPLQG----MHPRANIMRPRTNTPKQLRMQLQQRLQGQQFLNQSRQALELKMENPTAGGAA  1204
gi|73992554|ref|XP_543039.2| ELVNQGQALE--SKQDAFQ----GQEAAVMMDQKAALYGQTYPAQGPP-VQGGFN-------------LQGQS-PSFNSMMNQMNQQGNFPLQG----MHPRANMMRPRTNTPKQLRMQLQQRLQGQQFLNQSRQALEMKMDSPTAGSAA  1210
gi|119905976|ref|XP_602010.3| ELVNQGQALE--PKQDAFQ----GQEAAVMMEQKAALYGQTYPGQGPP-MQGGFN-------------LQGQS-PPFNSMMNQMNQQGSFPLQG----MHPRANIMRPRTNTPKQLRMQLQQRLQGQQFLNQSRQALEMKMENPTAGGAT  1210
gi|118100627|ref|XP_417385.2| DLVNQGQTLE--PKQDSFQ----GQESTVMMDQKPSLYGQPYQGQGTA-LPGGFNN------------IQGQQ-PSFNSVMNQMSQQNNFPLQS----MHPRANAMRPRTNTPKQLRMQLQQRLQGQQFMNQTRQALEMKMENPGSSNSS  1204
gi|292618880|ref|XP_002663806.1| DLINQGHSSDQPPPSDPFSGPCLGPDSSMGMEPPKAMYGQGYPGPPSMGMQGGYGPGPNPGAGPGPGPMQGQSGPGFNPMMSQMNQQGGFPGMGGMGPMHPRANMMRNRVPQAKPLRLQLQQRLQGQQFLNQSRQAMGMRPDASPAG-NP  1277
gi|292618878|ref|XP_692938.4| DLINQGHSSDQPPPSDPFSGPCLGPDSSMGMEPPKAMYGQGYPGPPSMGMQGGYGPGPNPGAGPGPGPMQGQSGPGFNPMMSQMNQQGGFPGMGGMGPMHPRANMMRNRVPQAKPLRLQLQQRLQGQQFLNQSRQAMGMRPDASPAG-NP  1277
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                   *** :      . .*:**** **:.**::. :  :::**: :**.*                           . .*********. .**. ::*. *.*   * * *  **.:.                                  
gi|118026946|ref|NP_032705.2| VMRPMMP-----QQAFFNAQMAAQQKRELMSHH--LQQQRMAMMMSQP-------------------------QPQAFSPPPNVTASPSMDGVLAGSAMPQAPPQQFPYPANYGMGQPPEPAFG-RGSSPPSAMMSSRMGPSQNA-MVQH  1329
gi|109469257|ref|XP_215947.4| VMRPMLQ-----SQAFFNAQMAAQQKRELMNHH--LQQQRMAMMMSQP-------------------------QPQAFSPPPNVTASPSMDGVLAGSAMPQAPPQQFPYATNYGMGQPPEPAFG-RGSSPPSAMMSSRMGPSQNA-MVQH  1325
gi|291490683|ref|NP_001167558.1| VMRPMMQPQVSSQ-GFLNAQMVAQRSRELLSHH--FRQQRVAMMMQQQQQQQQQQQQQQQQQQQQQQQQQQQQQTQAFSPPPNVTASPSMDGLLAGPTMPQAPPQQFPYQPNYGMGQQPDPAFG-RVSSPPNAMMSSRMGPSQNP-MMQH  1349
gi|73992554|ref|XP_543039.2| VMRPMMQPQVTSQQGFLNAQMVAQRSRELLSHH--FRQQRVAVMMQQQQQQQ--------------QQQQQQQQPQAFSPPPNVTASPSMDGVLAGPVMPQVPPQQFPYPPNYGMGQQPDPAFG-RVSSPPNAMMPSRMGPSQNP-MMQH  1342
gi|119905976|ref|XP_602010.3| AMRPMMQPQVNSQQGFLNAQMVAQRSRELLSHH--FRQQRVAMMMQQQQQQQ-------------------QQQTQAFSPPPNVTASPSMDGVLAGPAMPQAPPQQFPYPSNYGMGQQPDPAFG-RVPSPPNAMMSSRMGPSQNP-MMQH  1337
gi|118100627|ref|XP_417385.2| VMRPVMQPQVGSQQGFLNAQMVAQRNRELISHH--FRQQRMAMMMQQQ-------------------------QPQAFSPPPNVTASGSMDSGLTGPPMAQVPPQQFSYPPNYGISQQPDPAYS-RVSSPPNPMMASRIGPSQNP-MMQH  1325
gi|292618880|ref|XP_002663806.1| GMRPSMQPGMGGQPGFLNAQMMAQRSREMLNLQTEMRRQRMMMMMQQQQQQQ------------------QQVAAGGFSPPPNVTAPTGMDNPMAGPPMSQPGQQAFNYGGNYGIGQQGDPSFVGTGSSPPNNMMSGRMGGPQNPMMQQH  1409
gi|292618878|ref|XP_692938.4| GMRPSMQPGMGGQPGFLNAQMMAQRSREMLNLQTEMRRQRMMMMMQQQQQQQ------------------QQVAAGGFSPPPNVTAPTGMDNPMAGPPMSQPGQQAFNYGGNYAVN----------------------------------  1375
                         ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500



                                                                                                                          
gi|118026946|ref|NP_032705.2| PQPTPMYQPSDMKGWPSGNLARNGSFPQQQ-FAPQGNPAAYNMVHMNSSGG-------------HLGQMAMTPMPMSGMPMGPDQKYC  1403
gi|109469257|ref|XP_215947.4| PQTAPMYQSSEMKGWPSGNLARNGSFPQQQ-FAPQANPAAYNMVHMNSSGS-------------HLGQMTMTPMPMSGMPMGPDQKYC  1399
gi|291490683|ref|NP_001167558.1| PQAASIYQSSEMKGWPSGNLARNSSFSQQQ-FAHQGNPAVYSMVHMNGSSG-------------HMGQMNMNPMPMSGMPMGPDQKYC  1423
gi|73992554|ref|XP_543039.2| PQTAPMYQSSEIKGWPSGNLARNSSFPQQQ-FAHQGNPAAYSMVHMNGSSG-------------PMGQMNMSSMPMAGMPMGPDQKYC  1416
gi|119905976|ref|XP_602010.3| PQTAPMYQSSEMKGWPSGTLARNSTFPQQQ-FAHQGNPAAYSMVHMNGSGG-------------PMGQMNMNAMPMAGMPMGPDQKYC  1411
gi|118100627|ref|XP_417385.2| PQTAPMYQSPEMKGWPSGSMARSSSFPQQQ-FSHQGNPATYSMMHMNGSSG-------------HIGQMNITTVPMSGMPMGPDQKYC  1399
gi|292618880|ref|XP_002663806.1| PQSNPMYQSAEMKGWGQGPMPMNNSYPQQQQYPQQGAPGQYGGMMMNGSMQGGVNGNGAGQMPPMQGQMGMNTMGMGRMPMGPDQKYC  1497
gi|292618878|ref|XP_692938.4| ----------------------------------------------------------------------------------------  1375
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