
                                                                                                                                                                                        
gi|17137682|ref|NP_477436.1| ---------------------------------MYQPPLPPPPVQPAPPPPPPPPEEDLSPPG--VGVPSHNYSSNESHSQSSKSLDYVYPETPAPYASSVPSY------DPYQQPPAYGYEGYAYNEQAQKYGGQESHYQYQYPASGS-   108
gi|158297080|ref|XP_555381.3| ---------------------------------MNHQ---RPPNYSAPPPPPQQRQNHYLPRGGHTGIPPPGEIASGHSNAGFTMPNFNFPPPSLPPAMTRPP----------PPAPYYARERPERSHSPNTSSYHSSSQQHAYKRHPP-   103
gi|73953908|ref|XP_854135.1| ---------MSFHPGR-GCPRGRGGHGARP-SAPAFRPQNLRLLHPQQPPVQYQYEPPSAPSTTFSNSPAPNFLPPRPDFVPFPPPMPPSAQGPLPPCPIRPPFPNHQMRPPFPVPPCFPPMPPPMPCPNNPPVPGAPPGQGTFPFMMP-   138
gi|194676595|ref|XP_591998.4| ---------MSFHPGGPRCPRGRGGHGARPSSAPAFRPQNLRLLHPQQPPVQYQYEPPSAPSTTFSNSPAPNFLPPRPDFVPFPPPMPPSAQGPLPPCPIRPPFPNHQMRPPFPVPPCFPPMPPPLPCPNNPPVPGAPPGQGAFPFMMP-   140
gi|155030234|ref|NP_037367.3| MMQGNTCHRMSFHPGR-GCPRGRGGHGARP-SAPSFRPQNLRLLHPQQPPVQYQYEPPSAPSTTFSNSPAPNFLPPRPDFVPFPPPMPPSAQGPLPPCPIRPPFPNHQMRHPFPVPPCFPPMPPPMPCPNNPPVPGAPPGQGTFPFMMP-   147
gi|114600823|ref|XP_001157589.1| MMQGNTCHRMSFHPGR-GCPRGRGGHGARP-SAPSFRPQNLRLLHPQQPPVQYQYEPPSAPSTTFSNSPAPNFLPPRPDFVPFPPPMPPSAQGPLPPCPIRPPFPNHQMRHPFPVPPCFPPMPPPMPCPNNPPVPGAPPGQGTFPFMMP-   147
gi|54873615|ref|NP_081075.2| -------------------------------------------------------------------------MPPRPDFVPYPPPAAPSAQGPLPPCPVRPPYPNHQMRHPFPVPPCFPPMPPPMPCPNNPPASGAPPGQGTFPFMVP-    76
gi|109464509|ref|XP_226843.4| -MQGNTCHRMSYHPGR-GCPRGRGGHGARP-SAPTYRPQNLRLLHPQQPPAQYQY-----------------------------------------------------------------------------------------------    52
gi|57530438|ref|NP_001006379.1| ---------MSFHSGR-GCPRGQGGPGART-SAQTYRPQNLRQLHPQQPSVQYQYDQQAAPAATYSNPSATSYMPPRPDFVPYPPPVPPSTQNPINQCPMRPPFPNHQMRQSFPVPPCFPPAPPPVPAPSNAPVPATATGQSTFPYMMP-   138
gi|160333099|ref|NP_001103942.1| ---------MSFHAGR-GCPRGR-------------LPAPGQIYHPAPP--RYHYDPSAAPGPVYNPQGGSSYMPPHPDFMSFHFPPPSQASNTLPQCPIRPP--------VFTEPPPFPP-PPPHSSDGSTPMP----IQNSYPYMMPN   112
gi|193202651|ref|NP_001122460.1| ------------------------------------------MSDEKISMTLNFPKHKRARRKKYQKEYQERHKEEMMQQLGRRFQNQPSTSSAPPDTVEKIP---------------LPTESTSALPFGDSPRLTEKDYETNYMIDPP-    92
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gi|17137682|ref|NP_477436.1| --------------SFLYESYKYPDRYPAYS---------SNYRPPSERQRYTSNSSS-----------QGYHHYPGYSSGRRYEQRHDQEHRQIQD----------------SRYAHEPRHGHYA----------------------HR   186
gi|158297080|ref|XP_555381.3| --------------PYKGTG---GSQYPPQG---------RRYGSPSNNPVPSNTSGG-----------TGYKH-PGHSYS-------SAGHKTASY----------------TRPSAPSRYAPSG----------------------RS   170
gi|73953908|ref|XP_854135.1| PPSMPHPPPPPVMPQQVNYQ--YPPGYSHHN--FPPPNFNSFQNNPSSFPPSANNSTS--PHFRHLPPYPLPKAPSERRSPERLKHYEDHRHRDHSH-GRGERHRSL---DRRERGRSPDRRRQDS--RYRSDYDRGRTP-SRHRSYERS   275
gi|194676595|ref|XP_591998.4| PPSLPHPPPPPVVPQQVNYQ--YPPGYSHHS--FPPPNFNSFQNSPSSFPPSASNSSS--PHFRHLPPYPLPKAPSERRSPERLKHYDDHRHRDHSH-GRGERHRSL---ERRERGRSPDRRRQDS--RYRSDHERGRTP-SRHRSYERS   277
gi|155030234|ref|NP_037367.3| PPSMPHPPPPPVMPQQVNYQ--YPPGYSHHN--FPPPSFNSFQNNPSSFLPSANNSSS--PHFRHLPPYPLPKAPSERRSPERLKHYDDHRHRDHSH-GRGERHRSL---DRRERGRSPDRRRQDS--RYRSDYDRGRTP-SRHRSYERS   284
gi|114600823|ref|XP_001157589.1| PPSMPHPPPPPVMPQQVNYQ--YPPGYSHHN--FPPPSFNSFQNNPSSFLPSANNSSS--PHFRHLPPYPLPKAPSERRSPERLKHYDDHRHRDHSH-GRGERHRSL---DRRERGRSPDRRRQDS--RYRSDYDRGRTP-SRHRSYERS   284
gi|54873615|ref|NP_081075.2| PPSMPHPPPPPVMPQQVNYQ--YPPGYSHS---FPPPGFNSYQNNSSSFPPSANSSST--PHFRHLPPYSLPKAQNERRSPERLKHYDDHRHRDHSH-GRGERHRSL---ERRERGRSPERRRPES--RYRSDYDRGRTPPPRHRSYERS   213
gi|109464509|ref|XP_226843.4| ------------------------------------------------------------------------------------------------------------------------------------------------------    52
gi|57530438|ref|NP_001006379.1| PPAVPHPPPPPVIPQQVNYQPVYSTGYSQQS--FPPPNFNSYQHNSSSFQSSTTNSSSGSSHFRHTGQYQGEKSQSDRRSPERSKHYDEHRHREHSH-IHGDRHRSNNHGDRRDRGRSPDRRRQESS-RHRTEYDRGRMS-PHHRSYERS   283
gi|160333099|ref|NP_001103942.1| IPPPPLPPMPPSVPPTMPYPPTYPMSYPPQPQLPPPPSFNPAYGQPSGSFKPERSRPP-----------LHYKTDSCSRSPERLRHHDDHRHRGHSYSEYGSRHNREFGGEKRDRGCSSERRRSDSPRRCKSDYDRGRVS---------S   242
gi|193202651|ref|NP_001122460.1| ---------------------------------------------------------------------------------------------------------------------------------------------------VVS    95
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gi|17137682|ref|NP_477436.1| QAKGSQHGYYGSAARNQVSDDYSPRGHHERE--------------------------------------RNETLEKTRAKPKVETER------DRLLRQWCSNFCEKPEDYVKKMNALS--EADAPVESWVRSSPAELYYERT----KSE   286
gi|158297080|ref|XP_555381.3| HSVPSNTDRLGRPPRTDRSASCRRDSDSNSS--------------------------------------SSERASSRHSRFKVDTER------AEILSKWCRNYCETSEDIARKLAEMA--NDED-RTLWVRSSPAELYYKR-----VSD   268
gi|73953908|ref|XP_854135.1| RERERERHRHRDSRRSPSLERSYKKEYKRSGRSYGLPVVPEPAGCTPELPGEIIKNTDSWAPPPETVNHHSPSREKKRARWEEEKDRWSDSQSTGKEKNYTSIKEKEPEETLPDKNEEE--EEELLKPVWIRCTHSENYYSSDPMDQVGD   423
gi|194676595|ref|XP_591998.4| RERERERHRHRDSRRSPSLERSYKKEYKRSG-------------------------------------SRSPSREKKRGRWEEEKDRWSDIPGSGKEKNYTSIKEKEPEEGLPDKNEEE--EEELLKPVWIRCTHSENYYSSDPMDQVGD   388
gi|155030234|ref|NP_037367.3| RERERERHRHRDNRRSPSLERSYKKEYKRSGRSYGLSVVPEPAGCTPELPGEIIKNTDSWAPPLEIVNHRSPSREKKRARWEEEKDRWSDNQSSGKDKNYTSIKEKEPEETMPDKNEEE--EEELLKPVWIRCTHSENYYSSDPMDQVGD   432
gi|114600823|ref|XP_001157589.1| RERERERHRHRDNRRSPSLERSYKKEYKRSGRSYGLSVVPEPAGCTPELPGEIIKNTDSWAPPLETVNHRSPSREKKRARWEEEKDRWSDNQSSGKDKNYTSIKEKEPEETMPDKNEEE--EEELLKPVWIRCTHSENYYSSDPMDQVGD   432
gi|54873615|ref|NP_081075.2| RERDRERHRHREARRSPSLERSYKKEYKRSGRSYALPVAPEPAGCTPELPGEMIKTTESWAPPPENVNHRSPSREKKRARWEEEKDRWSDSQGSGKEKNYTSIKEKEAEEVPPEKTEEE--EEELLKPVWIRCTHSESYYSSDPMDQVGD   361
gi|109464509|ref|XP_226843.4| ---------------------------------------------------------------------------------------------------------------------------ELLKPVWIRCTHSESYYSSDPMDQVGD    79
gi|57530438|ref|NP_001006379.1| RERDRDRHRHRDSRRSPSPDRSYKKDYKRAG-------------------------------------SRSPSRERKRPRWEEERERWSESQSANKEKNYTSIKDKESEENASEKNEDE--DDELLKPVWVRCTHSESYYSNDPMDQVGD   394
gi|160333099|ref|NP_001103942.1| RHRSRDRYRHRDDPGSPSSDRHRKHARNRSG-----------------------------------------SRERKRRRVEEDKERRTDGSSSSRERSVNSSRSREAEEITIDRHEEDRGQEELHKPAWIRCTHAENYYSNDPMDQVGD   351
gi|193202651|ref|NP_001122460.1| THSAELIKSNRVVIKAEEAEKYMMIKAKSTT--------------------------------------------------------------SKILQDFQTKILETVKTKRRLQADVP----------YIIHPCHSMKGRKTPKQKGGD   173
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gi|17137682|ref|NP_477436.1| NEVRGRARLQKLCTLFDEELLQRAKRVREKLPVYVPPPRKARRRVCKHKHKSEACSSSSSSDDDSDEDAFKIEQDCCMEELSRKVQHPQRVHADLWHNDAGEMNDGPLCRCSAKSRRIGIRHGIYPGETGYKLCDPNSNNAGKLFHYRIS   436
gi|158297080|ref|XP_555381.3| KVVESTARLDALCTLFEEELIKRAERIRATQTPYNPPPRKRKMKMCRHKH--DKCSSSSESSDE----EMEFEDECSMEELTAKIKHPLRLHVDLWYNDPGEMNDGPLCRCSARSRRTGIRHGKYPGEEGFPKCIPNSNNADKLYHYRIT   412
gi|73953908|ref|XP_854135.1| STVVGTSRLRDLYDKFEEELGSRQEKAKAARPPWEPPKTKLDEDLE-SSSESECESDED-STCSS---SSDSEVFDVIAEIKRKKAHPDRLHDELWYNDPGQMNDGPLCKCSAKARRTGIRHSIYPGEEAIKPCRPMTNNAGRLFHYRIT   568
gi|194676595|ref|XP_591998.4| STVVGTSRLRDLYDKFEEELGSRQEKAKAARPPWEPPKTKLDEDLE-SSSESECESDED-STCSS---SSDSEVFDVIAEIKRKKAHPDRLHDELWYNDPGQMNDGPLCKCSAKARRTGIRHSIYPGEEAIKPCRPMTNNAGRLFHYRIT   533
gi|155030234|ref|NP_037367.3| STVVGTSRLRDLYDKFEEELGSRQEKAKAARPPWEPPKTKLDEDLE-SSSESECESDED-STCSS---SSDSEVFDVIAEIKRKKAHPDRLHDELWYNDPGQMNDGPLCKCSAKARRTGIRHSIYPGEEAIKPCRPMTNNAGRLFHYRIT   577
gi|114600823|ref|XP_001157589.1| STVVGTSRLRDLYDKFEEELGSRQEKAKAARPPWEPPKTKLDEDLE-SSSESECESDED-STCSS---SSDSEVFDVIAEIKRKKAHPDRLHDELWYNDPGQMNDGPLCKCSAKARRTGIRHSIYPGEEAIKPCRPMTNNAGRLFHYRIT   577
gi|54873615|ref|NP_081075.2| STVVGTSRLRDLYDKFEEELGNRQEKAKAARPPWEPPKTKLDEDLE-SSSESECETDDD-STCSS---SSDSEVFDVIAEIKRKKAHPDRLHDELWYNDPGQMNDGPLCKCSAKARRTGIRHSIYPGEEAIKPCRPMTNNAGRLFHYRIT   506
gi|109464509|ref|XP_226843.4| STVVGTSRLRDLYDKFEEELGNRQEKAKAARPPWEPPKTKLDEDLE-SSSESECETDED-STCSS---SSDSEVFDVIAEIKRKKAHPDRLHDELWYNDPGQMNDGPLCKCSAKARRTGIRHSIYPGEEAIKPCRPMTNNAGRLFHYRIT   224
gi|57530438|ref|NP_001006379.1| STVVGTSKLRDLYEKFEEELGKRQAKAKAARPPWEPPKTKLDEDLE-SSSESECDSDDD-SSCSS---SSDSEVFDVIAEIKRKKAHPDRLHEELWYNDPGQMNDGPLCKCSAKARRTGIRHGIYPGEEPIKPCRPMTNNAGRLYHYRIT   539
gi|160333099|ref|NP_001103942.1| STVVGTSKLRDLYERFEEELGKRQERAKSIRPKWEPPKTKLDQDQDESSSESECESDGGGSTCSS---SSDSEVFDVIAEIKRKKAHPDRLHDELWYNDPGQMNDGPLCKCSAKARRTGIRHSIYPGEQPVKQCRPMNNNAGKLFHYRIT   498
gi|193202651|ref|NP_001122460.1| ESFTASDVSDDSNDSQDEASTSEPTNRQAPEADKTGEVKDEKQTCNRRNQQRKAKRLRNFEEKER-------QITLLKKGIDRKKTHPNGIHPDISFNEKGLGNEGPECRCPEPIKTCGLKHGYYAGEDKAIDCK--KSNGENLHYYTLR   314
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gi|17137682|ref|NP_477436.1| ISPPTNFLTKTPTIIKHDEHEFLFEGFSLLSHVRLSD-LPVCKVIRFNIEYTIEYEEEKMP-ENFTIHELDIFFKYLFHELLELVDFNLMPNLPSGNVEESCPAFHFFPRFVRDLPDNGKEVLAMVEVLRYLLDNSAQLVERQQLLHLNQ   584
gi|158297080|ref|XP_555381.3| ISPPTNFLTKTPTIIKHDQHEFLFEGFSLLAHEPIGE-LPTCKVIRFNIEYTILYIEEQMP-ENFTIRELNLFDRYLFRELLELVDFTVQP--SGSGEDSSCPCYHFLPRFVRDLPDNGKEVLAMSEVLRYLLDNSGPLVPPDMLKEMMD   558
gi|73953908|ref|XP_854135.1| VSPPTNFLTDRPTVIEYDDHEYIFEGFSMFAHAPLTN-IPLCKVIRFNIDYTIHFIEEMMP-ENFCVKGLELFSLFLFRDILELYDWNLKGPLFEDNP-PCCPRFHFMPRFVRFLPDGEKEVLSIPQFLLYLLGGSKPLVPKEEFPNLFQ   715
gi|194676595|ref|XP_591998.4| VSPPTNFLTDRPTVIEYDDHEYIFEGFSMFAHAPLTN-IPLCKVIRFNIDYTIHFIEEMMP-ENFCVKGLELFSLFLFRDILELYDWNLKGPLFEDSP-PCCPRFHFMPRFVRFLPDGGKEVLSMHQILLYLLRCSKALVPEEEIANMLQ   680
gi|155030234|ref|NP_037367.3| VSPPTNFLTDRPTVIEYDDHEYIFEGFSMFAHAPLTN-IPLCKVIRFNIDYTIHFIEEMMP-ENFCVKGLELFSLFLFRDILELYDWNLKGPLFEDSP-PCCPRFHFMPRFVRFLPDGGKEVLSMHQILLYLLRCSKALVPEEEIANMLQ   724
gi|114600823|ref|XP_001157589.1| VSPPTNFLTDRPTVIEYDDHEYIFEGFSMFAHAPLTN-IPLCKVIRFNIDYTIHFIEEMMP-ENFCVKGLELFSLFLFRDILELYDWNLKGPLFEDSP-PCCPRFHFMPRFVRFLPDGGKEVLSMHQILLYLLRCSKALVPEEEIANMLQ   724
gi|54873615|ref|NP_081075.2| VSPPTNFLTDRPTVIEYDDHEYIFEGFSMFAHAPLTN-IPLCKVIRFNIDYTIHFIEEMMP-ENFCVKGLELFSLFLFRDILELYDWNLKGPLFEDSP-PCCPRFHFMPRFVRFLPDGGKEVLSMHQILLYLLRCSKALVPEEEIANMLQ   653
gi|109464509|ref|XP_226843.4| VSPPTNFLTDRPTVIEYDDHEYIFEGFSMFAHAPLTN-IPLCKVIRFNIDYTIHFIEEMMP-ENFCVKGLELFSLFLFRDILELYDWNLKGPLFEDSP-PCCPRFHFMPRFVRFLPDGGKEVLSMHQILLYLLRCSKALVPEEEIANMLQ   371
gi|57530438|ref|NP_001006379.1| VSPPTNFLTDRPTVIEYDDHEYIFEGFSMFSHAPLTN-IPLCKVIRFNIDYTIHFIEEMMP-ENFCVKGLELFSSYLFKDILELYDWHLKGPSVENDS-VSCPRFHFMPRFVRFLPDGGKEVLSMHQILLYLLRCNKALVPEEEIANMLQ   686
gi|160333099|ref|NP_001103942.1| VSPPTNFLTDRPTVIEYDDHEYLFEGFSCFSHTPLTS-IPLCRVIRFNIDYTIHFIEEMAP-ENYCVKGLELFSSYLFKDILELYDWNLTDP-EENSP-LGCQRFHFMPRFVRFLPDGGKEVLSMHQVLLYLLHSSKPLVPEEEIANMLQ   644
gi|193202651|ref|NP_001122460.1| VTPLPSENQLYRTHMAINGEEFEFEGFSLITHAPLPDCMTRAPICKYSMDYEFQLVEEFMPDECFDPEDCDMLFEYIFHEIFEMLDFELRPKHIPSDV-ESCPMIHIMPRFVQTKDDLVQLWSSKTVLAYFTSKGSSEIMSPEDVNRLCD   463
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gi|17137682|ref|NP_477436.1| ISQSEWQNYVDFIKGMLVTKPGYKPCSLRVDQLDRNNSDLPECVDR-ETGISHPAIVHFGICHPQLSYAGNPEYQKAWREYVKYRHLMANMSKPSFKDKRKLEEKEQRLQEMRTQGRMKRNITVAISSEGFYRTGIMCDVVQHAMLIPVL   733
gi|158297080|ref|XP_555381.3| MSQNEWQDYVDYVKGMVVSNPGMKPCSVRVDQLDRNVGDVPEANAIDENGLVHPVIVHFGIRPPQLSYAGNPEYQKAWREYIKFRHLIANMSKPSFEDKRKLEAKENRLLEMRMQGRMKRNITIAVSAKAFHRTGIMCDMVQHAMLIPVL   708
gi|73953908|ref|XP_854135.1| GEKLEGQKYAGESKGMFFPIPETKPSSVRIDQLDRE--------QFNPDVITFPIIVHFGIRPAQLSYAGDPQYQKLWKSYVKLRHLLANSPKVKQTDKQKLAQREEALQKIRQKNTMRREVTVELSSQGFWKTGIRSDVCQHAMMLPVL   857
gi|194676595|ref|XP_591998.4| WEELEWQKYAEECKGMIVTNPGAKPSSVRIDQLDRE--------QFNPDVITFPIIVHFGIRPAQLSYAGDPQYQKLWKSYVKLRHLLANSPKVKQTDKQKLAQREEALQKIRQKNTMRREVTVELSSQGFWKTGIRSDVCQHAMMLPVL   822
gi|155030234|ref|NP_037367.3| WEELEWQKYAEECKGMIVTNPGTKPSSVRIDQLDRE--------QFNPDVITFPIIVHFGIRPAQLSYAGDPQYQKLWKSYVKLRHLLANSPKVKQTDKQKLAQREEALQKIRQKNTMRREVTVELSSQGFWKTGIRSDVCQHAMMLPVL   866
gi|114600823|ref|XP_001157589.1| WEELEWQKYAEECKGMIVTNPGTKPSSVRIDQLDRE--------QFNPDVITFPIIVHFGIRPAQLSYAGDPQYQKLWKSYVKLRHLLANSPKVKQTDKQKLAQREEALQKIRQKNTMRREVTVELSSQGFWKTGIRSDVCQHAMMLPVL   866
gi|54873615|ref|NP_081075.2| WEELEWQKYAEECKGMIVTNPGTKPSSVRIDQLDRE--------QFNPEVITFPIIVHFGIRPAQLSYAGDPQYQKLWKSYVKLRHLLANSPKVKQTDKQKLAQREEALQKIRQKNTMRREVTVELSSQGFWKTGIRSDVCQHAMMLPVL   795
gi|109464509|ref|XP_226843.4| WEELEWQKYAEECKGMIVTNPGTKPSSVRIDQLDRE--------QFNPEVITFPIIVHFGIRPAQLSYAGDPQYQKLWKSYVKLRHLLANSPKVKQTDKQKLAQREEALQKIRQKNTMRREVTVELSSQGFWKTGIRSDVCQHAMMLPVL   513
gi|57530438|ref|NP_001006379.1| WEELEWQKYAEECKGMIVTSPGMKPSSVRIDQLDRE--------QFNPDVITFPIIVHFGIRPAQLSYAGDPQYQKLWKSYVKLRHLLANSPKVKQADKQKLSQREEALQKIRQKNTMRREVTVELSSQGFWKTGIRSDVCQHAMMLPVL   828
gi|160333099|ref|NP_001103942.1| WEELEWQKYAEECKGMIVTNPGMKPSSVRIDQLDRE--------QFNSSVITFPIIVHFGIRPAQLSYAGDPQYQKLWKSYVKLRHLLANSPKVKQIDKQKLMQREEALQKIRQKNTMRREVTVELSSQGFWKTGIRSDVCQHAMMLPVL   786
gi|193202651|ref|NP_001122460.1| AQIDQFTRNTSKHKQSIVLNTKFKPSAIRADWFERD------------EEKKEVYVVHNAIRAQTYTAISLPRIAFLEKTLNKMIQEKQSSG----VYNKDFEKTKNELEHLKRENRSARNLKLREPVAGFIETGLKPDVAAHVVMTILA   597
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gi|17137682|ref|NP_477436.1| TGHLRFHKSLDLLEESIGYRFKNRYLLQLALTHPSYKENYGTNPDHARNSLTNCGIRQPEYGDRKIHYMNTRKRGINTLVSIMSRFGKEHETVSN--------ITHNERLEFLGDAVVEFLSSIHLFFMFPELEEGGLATYRAAIVQNQH   875
gi|158297080|ref|XP_555381.3| TGHLRFHRSLNVLERYIGYTFTNRYTLQLALTHPSYKENFGTNPDHARNSLTNCGIRQPEYGDRKIHYMNTRKRGINTLISIMSRFGKEHETDSN--------ITHNERLEFLGDAVVEFITSIHLFHMFPDLEEGGLATYRAAIVQNQH   850
gi|73953908|ref|XP_854135.1| THHIRYHQCLMHLDKLIGYTFQDRCLLQLAMTHPSHHLNFGMNPDHARNSLSNCGIRQPKYGDRKVHHMHMRKKGINTLINIMSRLGQDDPTPSR--------INHNERLEFLGDAVVEFLTSVHLYYLFPSLEEGGLATYRTAIVQNQH   999
gi|194676595|ref|XP_591998.4| THHIRYHQCLMHLDKLIGYTFQDRCLLQLAMTHPSHHLNFGMNPDHARNSLSNCGIRQPKYGDRKVHHMHMRKKGINTLINIMSRLGQDDPTPSR--------INHNERLEFLGDAVVEFLTSVHLYYLFPSLEEGGLATYRTAIVQNQH   964
gi|155030234|ref|NP_037367.3| THHIRYHQCLMHLDKLIGYTFQDRCLLQLAMTHPSHHLNFGMNPDHARNSLSNCGIRQPKYGDRKVHHMHMRKKGINTLINIMSRLGQDDPTPSR--------INHNERLEFLGDAVVEFLTSVHLYYLFPSLEEGGLATYRTAIVQNQH  1008
gi|114600823|ref|XP_001157589.1| THHIRYHQCLMHLDKLIGYTFQDRCLLQLAMTHPSHHLNFGMNPDHARNSLSNCGIRQPKYGDRKVHHMHMRKKGINTLINIMSRLGQDDPTPSRNLFNSCCRINHNERLEFLGDAVVEFLTSVHLYYLFPSLEEGGLATYRTAIVQNQH  1016
gi|54873615|ref|NP_081075.2| THHIRYHQCLMHLDKLIGYTFQDRCLLQLAMTHPSHHLNFGMNPDHARNSLSNCGIRQPKYGDRKVHHMHMRKKGINTLINIMSRLGQDDPTPSR--------INHNERLEFLGDAVVEFLTSVHLYYLFPSLEEGGLATYRTAIVQNQH   937
gi|109464509|ref|XP_226843.4| THHIRYHQCLMHLDKLIGYTFQDRCLLQLAMTHPSHHLNFGMNPDHARNSLSNCGIRQPKYGDRKVHHMHMRKKGINTLINIMSRLGQDDPTPSR--------INHNERLEFLGDAVVEFLTSVHLYYLFPSLEEGGLATYRTAIVQNQH   655
gi|57530438|ref|NP_001006379.1| THHIRYHQCLMHLDKLIGYTFRDRCLLQLAMTHPSHHLNFGMNPDHARNSLSNCGIRQPKYGDRKVHHMHMRKKGINTLINIMSRLGQDDPAPSR--------INHNERLEFLGDAVVEFLTSVHLYYLFPTLEEGGLATYRTAIVQNQH   970
gi|160333099|ref|NP_001103942.1| THHIRYHQCLMHLDKLIGYMFKERCLLQLAMTHPSHHLNFGMNPDHARNSLSNCGIRQPKYGDRKVHHMYMRKKGINTLINIMSRLGQDDPSPSR--------INHNERLEFLGDAVVEFLTSVHLYHLFPSLEEGGLATYRTAIVQNQH   928
gi|193202651|ref|NP_001122460.1| CHHIRYNFSLDVFEEVIEYKFNDRRVIELALMHSSFKSHYGTPIDHVKNMITNCGYRR-KYG-AEDKREKKRVAGIMSLFNIMKGTSGGEP------------ILHNERLEYLGDAVVELIVSHHLYFMLTHHFEGGLATYRTALVQNRN   733
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