
                                                                                                                                                                    :                   
gi|24641191|ref|NP_511115.2| ----------------------------------------------------------------------------------------------------------------------------------MFRLPVSLAR------S-SI   150
gi|58391242|ref|XP_318461.2| ----------------------------------------------------------------------------------------------------------------------------------MFRLPTVLRV------A-AA   150
gi|31981679|ref|NP_034607.2| ----------------------------------------------------------------------------------------------------------------------------------MLRLPTVLRQ------MRPV   150
gi|11560024|ref|NP_071565.1| ----------------------------------------------------------------------------------------------------------------------------------MLRLPTVLRQ------MRPV   150
gi|41399285|ref|NP_955472.1| ----------------------------------------------------------------------------------------------------------------------------------MLRLPTVFRQ------MRPV   150
gi|114582386|ref|XP_001168980.1| ----------------------------------------------------------------------------------------------------------------------------------MLRLPTVFRQ------MRPV   150
gi|74005078|ref|XP_536016.2| ----------------------------------------------------------------------------------------------------------------------------------MLRLPAVLRH------VRPV   150
gi|119888228|ref|XP_001249791.1| MTRLTLDPHRARLFPERSGTARSPGTSLSEPERAEPAGLARRGYAPAPRRLTRAFRTPEPSFPSPLSRSAGESQSFPRRRRPGPAEPGLVGARGGPSRAAWIARPAGHSREGLPTSVRGVGRLYSHRSSEMLRLPAVLRQ------MRPV   150
gi|61098372|ref|NP_001012934.1| ----------------------------------------------------------------------------------------------------------------------------------MLRLPAVLRQ------IRPV   150
gi|31044489|ref|NP_851847.1| ----------------------------------------------------------------------------------------------------------------------------------MLRLPSVMRQ------MRPV   150
gi|17555558|ref|NP_497429.1| ----------------------------------------------------------------------------------------------------------------------------------MLRL---------------A   150
gi|30685604|ref|NP_850203.1| ----------------------------------------------------------------------------------------------------------------------------------MYRLVSNVAS------KARI   150
gi|50310975|ref|XP_455510.1| ----------------------------------------------------------------------------------------------------------------------------------MLRSTVKPGN------LTLK   150
gi|45198673|ref|NP_985702.1| ----------------------------------------------------------------------------------------------------------------------------------MLRSSG--------------   150
gi|6323288|ref|NP_013360.1| ----------------------------------------------------------------------------------------------------------------------------------MLRSSVVRS----------R   150
gi|145608376|ref|XP_360622.2| ----------------------------------------------------------------------------------------------------------------------------------MQRALSSRTRTSALRSSAAA   150
gi|32415097|ref|XP_328028.1| ----------------------------------------------------------------------------------------------------------------------------------MQRALT--------RASVGK   150
gi|19113806|ref|NP_592894.1| -------------------------------------------------------------------------------------------------------------------------------MVSFLSSSVSRLP------LRIA   150
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gi|24641191|ref|NP_511115.2| SRQLA---------MRGYA-KDVRFGPEVRAMMLQGVDVLADAVAVTMGPKGRNVIIEQSWGSPKITKDGVTVAKSIELKDKFQNIGAKLVQDVANNTNEEAGDGTTTATVLARAIAKEGFEKISKGANPVEIRRGVMLAVETVKDNLKT   300
gi|58391242|ref|XP_318461.2| RQVAA---------SRGYA-KDVRFGPEVRALMLQGVDVLADAVAVTMGPKGRNVILEQSWGSPKITKDGVTVAKGIELKCKFQNIGAKLVQDVANNTNEEAGDGTTTATVLARAIAKEGFEKISKGANPVEIRRGVMLAVDTVKEHLKT   300
gi|31981679|ref|NP_034607.2| SRALAPHL------TRAYA-KDVKFGADARALMLQGVDLLADAVAVTMGPKGRTVIIEQSWGSPKVTKDGVTVAKSIDLKDKYKNIGAKLVQDVANNTNEEAGDGTTTATVLARSIAKEGFEKISKGANPVEIRRGVMLAVDAVIAELKK   300
gi|11560024|ref|NP_071565.1| SRALAPHL------TRAYA-KDVKFGADARALMLQGVDLLADAVAVTMGPKGRTVIIEQSWGSPKVTKDGVTVAKSIDLKDKYKNIGAKLVQDVANNTNEEAGDGTTTATVLARSIAKEGFEKISKGANPVEIRRGVMLAVDAVIAELKK   300
gi|41399285|ref|NP_955472.1| SRVLAPHL------TRAYA-KDVKFGADARALMLQGVDLLADAVAVTMGPKGRTVIIEQSWGSPKVTKDGVTVAKSIDLKDKYKNIGAKLVQDVANNTNEEAGDGTTTATVLARSIAKEGFEKISKGANPVEIRRGVMLAVDAVIAELKK   300
gi|114582386|ref|XP_001168980.1| SRVLAPHL------TRAYA-KDVKFGADARALMLQGVDLLADAVAVTMGPKGRTVIIEQSWGSPKVTKDGVTVAKSIDLKDKYKNIGAKLVQDVANNTNEEAGDGTTTATVLARSIAKEGFEKISKGANPVEIRRGVMLAVDAVIAELKK   300
gi|74005078|ref|XP_536016.2| SRALAPHL------TRAYA-KDVKFGADARALMLQGVDLLADAVAVTMGPKGRTVIIEQSWGSPKVTKDGVTVAKSIDLKDKYKNIGAKLVQDVANNTNEEAGDGTTTATVLARSIAKEGFEKISKGANPVEIRRGVMLAVDAVIAELKK   300
gi|119888228|ref|XP_001249791.1| SRALAPHL------TRAYA-KDVKFGADARALMLQGVDLLADAVAVTMGPKGRTVIIEQSWGSPKVTKDGVTVAKSIDLKDKYKNIGAKLVQDVANNTNEEAGDGTTTATVLARSIAKEGFEKISKGANPVEIRRGVMLAVDAVIAELKK   300
gi|61098372|ref|NP_001012934.1| SRALAPHL------TRAYA-KDVKFGADARALMLQGVDLLADAVAVTMGPKGRTVIIEQSWGSPKVTKDGVTVAKAIDLKDKYKNIGAKLVQDVANNTNEEAGDGTTTATVLARAIAKEGFEKISKGANPVEIRRGVMLAVDAITAELKK   300
gi|31044489|ref|NP_851847.1| CRALAPHL------TRAYA-KDVKFGADARALMLQGVDLLADAVAVTMGPKGRTVIIEQSWGSPKVTKDGVTVAKSIDLKDRYKNIGAKLVQDVANNTNEEAGDGTTTATVLARAVAKEGFDTISKGANPVEIRRGVMMAVEEVISELKK   300
gi|17555558|ref|NP_497429.1| RKGLQTAV------VRSYA-KDVKFGAEGRQAMLVGVNLLADAVSVTMGPKGRNVIIEQSWGSPKITKDGVTVAKSIDLKDKYQNLGAKLIQDVANKANEEAGDGTTCATVLARAIAKEGFESIRQGGNAVEIRRGVMNAVEVVVAELKK   300
gi|30685604|ref|NP_850203.1| ARKCTSQIGSRLNSTRNYAAKDIRFGVEARALMLRGVEDLADAVKVTMGPKGRNVIIEQSWGAPKVTKDGVTVAKSIEFKDRIKNVGASLVKQVANATNDVAGDGTTCATVLTRAIFTEGCKSVAAGMNAMDLRRGIKLAVDTVVTNLQS   300
gi|50310975|ref|XP_455510.1| RSTQLLS------RRLYSSHKELKFGVEGRAALLKGVETLAEAVSATLGPKGRNVLIEQPFGAPKITKDGVTVARAITLEDKFENMGAKLLQEVASKTNEAAGDGTTSATVLGKAIFTESVKNVAAGCNPMDLRRGTQAAVEKVIQYLSE   300
gi|45198673|ref|NP_985702.1| TKSVLRG------LRFYS-HKELKFGVEGRAALLRGVETLADAVSATLGPKGRNVLIEQQFGAPKITKDGVTVARAITLEDHFENMGAKLLQEVASKTNEAAGDGTTSATVLGRAIFTESVKNVAAGCNPMDLRRGTQAAVEKVIEFLSK   300
gi|6323288|ref|NP_013360.1| ATLRPLL------RRAYSSHKELKFGVEGRASLLKGVETLAEAVAATLGPKGRNVLIEQPFGPPKITKDGVTVAKSIVLKDKFENMGAKLLQEVASKTNEAAGDGTTSATVLGRAIFTESVKNVAAGCNPMDLRRGSQVAVEKVIEFLSA   300
gi|145608376|ref|XP_360622.2| AKFRPGAG---LSQQLRFAHKELKFGVEGRAALLAGVDTLAKAVSTTLGPKGRNVLIESSYGSPKITKDGVTVAKAITLKDKFENLGAKLLQDVASKTNEVAGDGTTSATVLARAIFSETVKNVAAGCNPMDLRRGIQAAVDAVIEFLHK   300
gi|32415097|ref|XP_328028.1| AATRLPA------QQLRFAHKELKFGVEGRAALLAGVETLAKAVATTLGPKGRNVLIESSFGSPKITKDGVTVAKSISLKDKFENLGARLIQEVAGKTNEVAGDGTTSATVLARAIFSETVKNVAAGCNPMDLRRGIQAAVEAVVEYLQA   300
gi|19113806|ref|NP_592894.1| GRRIPGRF---AVPQVRTYAKDLKFGVDARASLLTGVDTLARAVSVTLGPKGRNVLIDQPFGSPKITKDGVTVARSVSLKDKFENLGARLVQDVASKTNEVAGDGTTTATVLTRAIFSETVRNVAAGCNPMDLRRGIQLAVDNVVEFLQA   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                    : :.:. *::**.*******  :*.:::.**: **  **** ::*:*: :***: ***::***::*****.  *  * * :.. :*: ***:*  . ::  **::   ::**:*:***::.:**:. ::*:*:  ::* *:******:
gi|24641191|ref|NP_511115.2| MSRPVSTPEEIAQVATISANGDQAIGNLISEAMKKVGRDGVITVKDGKTLTDELEVIEGMKFDRGYISPYFINSSKGAKVEFQDALLLLSEKKISSVQSIIPALELANAQRKPLVIIAEDIDGEALSTLVVNRLKIGLQVAAVKAPGFGD   450
gi|58391242|ref|XP_318461.2| LSRKVNTPEEIAQVATISANGDRAIGDLISEAMKRVGKEGVITVKDGKTLNDELEVIEGMKFDRGYISPYFINSSKGAKVEFQDALVLFSEKKISTVQSIIPALEMANQQRKPLVIIAEDVDGEALSTLVVNRLKIGLQVAAVKAPGFGD   450
gi|31981679|ref|NP_034607.2| QSKPVTTPEEIAQVATISANGDKDIGNIISDAMKKVGRKGVITVKDGKTLNDELEIIEGMKFDRGYISPYFINTSKGQKCEFQDAYVLLSEKKISSVQSIVPALEIANAHRKPLVIIAEDVDGEALSTLVLNRLKVGLQVVAVKAPGFGD   450
gi|11560024|ref|NP_071565.1| QSKPVTTPEEIAQVATISANGDKDIGNIISDAMKKVGRKGVITVKDGKTLNDELEIIEGMKFDRGYISPYFINTSKGQKCEFQDAYVLLSEKKISSVQSIVPALEIANAHRKPLVIIAEDVDGEALSTLVLNRLKVGLQVVAVKAPGFGD   450
gi|41399285|ref|NP_955472.1| QSKPVTTPEEIAQVATISANGDKEIGNIISDAMKKVGRKGVITVKDGKTLNDELEIIEGMKFDRGYISPYFINTSKGQKCEFQDAYVLLSEKKISSIQSIVPALEIANAHRKPLVIIAEDVDGEALSTLVLNRLKVGLQVVAVKAPGFGD   450
gi|114582386|ref|XP_001168980.1| QSKPVTTPEEIAQVATISANGDKEIGNIISDAMKKVGRKGVITVKDGKTLNDELEIIEGMKFDRGYISPYFINTSKGQKCEFQDAYVLLSEKKISSVQSIVPALEIANAHRKPLVIIAEDVDGEALSTLVLNRLKVGLQVVAVKAPGFGD   450
gi|74005078|ref|XP_536016.2| QSKPVTTPEEIAQVATISANGDKEIGNIISDAMKKVGRKGVITVKDGKTLNDELEIIEGMKFDRGYISPYFINTSKGQKCEFQDAYVLLSEKKISSVQSIVPALEIANAHRKPLVIIAEDVDGEALSTLVLNRLKVGLQVVAVKAPGFGD   450
gi|119888228|ref|XP_001249791.1| QSKPVTTPEEIAQVATISANGDKEIGNIISDAMKKVGRKGVITVKDGKTLNDELEIIEGMKFDRGYISPYFINTSKGQKCEFQDAYVLLSEKKISSVQSIVPALEIANAHRKPLVIIAEDVDGEALSTLVLNRLKVGLQVVAVKAPGFGD   450
gi|61098372|ref|NP_001012934.1| LSKPVTTPEEIAQVATISANGDQEIGNIISDAMKKVGRKGVITVKDGKTLNDELEIIEGMKFDRGYISPYFINTAKGQKCEFQDAYVLISEKKISSVQSIVPALEIANSHRKPLVIIAEDVDGEALSTLVLNRLKVGLQVVAVKAPGFGD   450
gi|31044489|ref|NP_851847.1| NSKPVTTPEEIAQVATISANGDTEVGNIISNAMKKVGRKGVITVKDGKTLHDELEIIEGMKFDRGYISPYFINTAKGQKCEFQDAYVLLSEKKISSVQSIVPALEIANQHRKPLVIVAEDVDGEALSTLVLNRLKVGLQVVAVKAPGFGD   450
gi|17555558|ref|NP_497429.1| ISKKVTTPEEIAQVATISANGDTVVGNLISDAMKKVGTTGVITVKDGKTLNDELELIEGMKFDRGYISPYFITSAKGAKVEYEKALVLLSEKKISQVQDIVPALELANKLRRPLVIIAEDVDGEALTTLVLNRLKVGLQVVAIKAPGFGD   450
gi|30685604|ref|NP_850203.1| RARMISTSEEIAQVGTISANGDREIGELIAKAMETVGKEGVITIQDGKTLFNELEVVEGMKIDRGYISPYFITNPKTQKCELEDPLILIHEKKISNINAMVKVLELALKKQRPLLIVAEDVESDALATLILNKLRANIKVCAVKAPGFGE   450
gi|50310975|ref|XP_455510.1| NKKEITTSAEIAQVATISANGDAHVGKLLASAMEKVGKEGVITIREGRTLEDELEVTEGMRFDRGFISPYFITDAKSGKVEFEKPLILLSEKKISSIQDILPSLELSNQTRRPLLIIAEDIDGEALAACILNKLRGQVQVCAVKAPGFGD   450
gi|45198673|ref|NP_985702.1| NKKEITTSAEIAQVATISANGDSHVGKLLASAMEKVGKEGVITIKEGRTLEDELEVTEGMRFDRGFISPYFITDAKANKVEFEKPLLLLSEKKISSIQDIIPALEISNQSRRPLLIIAEDIDGEALAACILNKLRGQVQVCAVKAPGFGD   450
gi|6323288|ref|NP_013360.1| NKKEITTSEEIAQVATISANGDSHVGKLLASAMEKVGKEGVITIREGRTLEDELEVTEGMRFDRGFISPYFITDPKSSKVEFEKPLLLLSEKKISSIQDILPALEISNQSRRPLLIIAEDVDGEALAACILNKLRGQVKVCAVKAPGFGD   450
gi|145608376|ref|XP_360622.2| QKRDITSAEEVAQVATISANGDVHVGKMIANAMEKVGKEGVITVKEGKTLVDELEVTEGMRFDRGFVSPYFITDAKAQKVEFEKPLILLSEKKISAVQDIIPALEISTQTRRPLVIIAEDIEGEALAVCILNKLRGQLQVAAVKAPGFGD   450
gi|32415097|ref|XP_328028.1| NKRDVTTSEEVAQVATISANGDKHIGELIASAMEKVGKEGVITCKEGKTLYDELEVTEGMRFDRGYVSPYFITDPKSQKVEFEKPLILLSEKKISQASDIIPALEISSQTRRPLVIIAEDIDGEALAVCILNKLRGQLQVAAVKAPGFGD   450
gi|19113806|ref|NP_592894.1| NKRDITTSEEISQVATISANGDTHIGELLAKAMERVGKEGVITVKEGRTISDELEVTEGMKFDRGYISPYFITDVKSQKVEFENPLILLSEKKVSAVQDILPSLELAAQQRRPLVIIAEDVDGEALAACILNKLRGQLQVVAIKAPGFGD   450
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gi|24641191|ref|NP_511115.2| NRKSTLTDMAIASGGIVFGDDADLVKLEDVKVSDLGQVGEVVITKDDTLLLKGKGKKDDVLRRANQIKDQIEDT-TSEYEKEKLQERLARLASGVALLRVGGSSEVEVNEKKDRVHDALNATRAAVEEGIVPGGGTALLRCI-EKLEGVE   600
gi|58391242|ref|XP_318461.2| NRKSTLSDMAISTGGIVFGDDANLVKLEDVQLSDLGQVGEITITKDDCLLLKGRGKQEDVNRRADQIRDQIAET-TSEYEKEKLQERLARLSSGVAVLKVGGSSEVEVNEKKDRVNDALCATRAAVEEGIVPGGGTALIRCA-PALANLK   600
gi|31981679|ref|NP_034607.2| NRKNQLKDMAIATGGAVFGEEGLNLNLEDVQAHDLGKVGEVIVTKDDAMLLKGKGDEAHIEKRIQEITEQLDIT-TSEYEKEKLNERLAKLSDGVAVLKVGGTSDVEVNEKKDRVTDALNATRAAVEEGIVLGGGCALLRCI-PALDSLK   600
gi|11560024|ref|NP_071565.1| NRKNQLKDMAIATGGAVFGEEGLNLNLEDVQAHDLGKVGEVIVTKDDAMLLKGKGDKAHIEKRIQEITEQLDIT-TSEYEKEKLNERLAKLSDGVAVLKVGGTSDVEVNEKKDRVTDALNATRAAVEEGIVLGGGCALLRCI-PALDSLK   600
gi|41399285|ref|NP_955472.1| NRKNQLKDMAIATGGAVFGEEGLTLNLEDVQPHDLGKVGEVIVTKDDAMLLKGKGDKAQIEKRIQEIIEQLDVT-TSEYEKEKLNERLAKLSDGVAVLKVGGTSDVEVNEKKDRVTDALNATRAAVEEGIVLGGGCALLRCI-PALDSLT   600
gi|114582386|ref|XP_001168980.1| NRKNQLKDMAIATGGAVFGEEGLTLNLEDVQPHDLGKVGEVIVTKDDAMLLKGKGDKAQIEKRIQEIIEQLDVT-TSEYEKEKLNERLAKLSDGVAVLKVGGTSDVEVNEKKDRVTDALNATRAAVEEGIVLGGGCALLRCI-PALDSLT   600
gi|74005078|ref|XP_536016.2| NRKNQLKDMAIATGGAVFGEEGLTLNLEDVQPHDLGKVGEVIVTKDDAMLLKGKGDKAQIEKRIQEIIEQLDIT-TSEYEKEKLNERLAKLSDGVAVLKVGGTSDVEVNEKKDRVTDALNATRAAVEEGIVLGGGCALLRCI-PALDSIT   600
gi|119888228|ref|XP_001249791.1| NRKNQLKDMAIATGGAVFGEEGLNLNLEDVQPHDLGKVGEVIVTKDDAMLLKGKGDKAQIEKRIQEIIEQLDIT-TSEYEKEKLNERLAKLSDGVAVLKVGGTSDVEVNEKKDRVTDALNATRAAVEEGIVLGGGCALLRCI-PALESIT   600
gi|61098372|ref|NP_001012934.1| NRKNQLKDMAIATGGAVFGEEGLSLNVEDIQPHDFGKVGEVIVTKDDTMLLKGKGEKAQIEKRIQEIIEQLEVT-TSEYEKEKLNERLAKLSDGVAVLKVGGTSDVEVNEKKDRVTDALNATRAAVEEGIVPGGGCALLRCI-PALDALK   600
gi|31044489|ref|NP_851847.1| NRKNQLQDMAVSTGGTVFGDEAMGLALEDIQAHDFGKVGEVIVTKDDTMLLKGRGDASAIEKRVNEIAEQLEST-NSDYEKEKLNERLAKLSDGVAVIKVGGTSDVEVNEKKDRVTDALNATRAAVEEGIVPGGGCALLRCI-PALDNIK   600
gi|17555558|ref|NP_497429.1| NRKNTLKDMGIATGATIFGDDSNLIKIEDITANDLGEVDEVTITKDDTLLLRGRGDQTEIEKRIEHITDEIEQS-TSDYEKEKLNERLAKLSKGVAVLKIGGGSEVEVGEKKDRVTDALCATRAAVEEGIVPGGGVALLRSL-TALKNYK   600
gi|30685604|ref|NP_850203.1| NRKANLHDLAALTGAQVITEELG-MNLDNIDLSMFGNCKKVTVSKDDTVVLDGAGDKQAIGERCEQIRSMVEAS-TSDYDKEKLQERLAKLSGGVAVLKIGGASETEVSEKKDRVTDALNATKAAVEEGIVPGGGVALLYAS-KELEKLS   600
gi|50310975|ref|XP_455510.1| NRKNTLGDIAILSGGTVFTEELD-LKPENATIQHLGSCDSVSITKEDTVILNGNGPKENIETRIEQIKNSIDLTTTNSYEKEKLQERLAKLSGGVAVIRVGGSSEVEVGEKKDRYDDALNATRAAVEEGILPGGGTALLKAS-RVLDEVA   600
gi|45198673|ref|NP_985702.1| NRKNTLGDIAVLTGGTVFTEELD-LKPENATLQHLGSADSITITKEDTVVLNGNGTKENIEARIEQIRNSIDLTTTNSYEKEKLQERLAKLSGGVAVIRVGGASEVEVGEKKDRYDDALNATRAAVEEGILPGGGTALLKAT-RVLDEVK   600
gi|6323288|ref|NP_013360.1| NRKNTIGDIAVLTGGTVFTEELD-LKPEQCTIENLGSCDSITVTKEDTVILNGSGPKEAIQERIEQIKGSIDITTTNSYEKEKLQERLAKLSGGVAVIRVGGASEVEVGEKKDRYDDALNATRAAVEEGILPGGGTALVKAS-RVLDEVV   600
gi|145608376|ref|XP_360622.2| NRKSILGDIAVLTNGTVFTDELD-VKLEKATIDMLGSTGSITITKEDTIVLNGEGSKDMITQRCEQIRGVMADPTTSEYEKEKLQERLAKLSGGVAVIKVGGSSEVEVGEKKDRFVDALNATRAAVEEGILPGGGTALLKAASQALGDVK   600
gi|32415097|ref|XP_328028.1| NRKSILGDIAVLTNGTVFTDELD-VKLEKATPDMLGSTGSITITKDDTIILNGEGSKDAIAQRCEQIRGVMADPSTSEYEKEKLQERLAKLSGGVAVIKVGGASEVEVGEKKDRFVDALNATRAAVEEGILPGGGTALIKASVHALKNVK   600
gi|19113806|ref|NP_592894.1| NRRNMLGDLAVLTDSAVFNDEID-VSIEKAQPHHLGSCGSVTVTKEDTIIMKGAGDHVKVNDRCEQIRGVMADPNLTEYEKEKLQERLAKLSGGIAVIKVGGSSEVEVNEKKDRIVDALNAVKAAVSEGVLPGAGTSFVKAS-LRLGDIP   600
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gi|24641191|ref|NP_511115.2| TTNEDQKLGVEIVRRALRMPCMTIAKNAGVDGAMVVAKVENQA---GDYGYDALKGEYGNLIEKGIIDPTKVVRTAITDASGVASLLTTAEAVVTEIPKEDGAP----AMPGMGGMGGMGGMGGMGGMM   729
gi|58391242|ref|XP_318461.2| GANEDQNTGIEIVRRALRMPCTQIAKNAGVDGSVVVAKVEELK---GDFGYDALNNEYVNMIEKGIIDPTKVVRTALSDASGVASLLTTAEAVVTEIPKEEPAG----PMGGMGGMGGMGGMGGMGGMM   729
gi|31981679|ref|NP_034607.2| PANEDQKIGIEIIKRALKIPAMTIAKNAGVEGSLIVEKILQSS---SEVGYDAMLGDFVNMVEKGIIDPTKVVRTALLDAAGVASLLTTAEAVVTEIPKEEKDP----GMGAMGGMG--GGMGGG--MF   729
gi|11560024|ref|NP_071565.1| PANEDQKIGIEIIKRALKIPAMTIAKNAGVEGSLIVEKILQSS---SEVGYDAMLGDFVNMVEKGIIDPTKVVRTALLDAAGVAPLLTTAEAVVTEIPKEEKDP----GMGAMGGMG--GGMGGG--MF   729
gi|41399285|ref|NP_955472.1| PANEDQKIGIEIIKRTLKIPAMTIAKNAGVEGSLIVEKIMQSS---SEVGYDAMAGDFVNMVEKGIIDPTKVVRTALLDAAGVASLLTTAEVVVTEIPKEEKDP----GMGAMGGMG--GGMGGG--MF   729
gi|114582386|ref|XP_001168980.1| PANEDQKIGIEIIKRTLKIPAMTIAKNAGVEGSLIVEKIMQSS---SEVGYDAMAGDFVNMVEKGIIDPTKVVRTALLDAAGVASLLTTAEVVVTEIPKEEKDP----GMGAMGGMG--GGMGGG--MF   729
gi|74005078|ref|XP_536016.2| PANEDQRIGIEIIKRTLKIPAMTIAKNAGVEGSLIVEKIMQSS---SEVGYDAMLGDFVNMVEKGIIDPTKVVRTALLDAAGVASLLTTAEVVVTEIPKEEKDP----GMGGMGGMG--GGMGGG--MF   729
gi|119888228|ref|XP_001249791.1| PANEDQKTGIEIIKKTLKIPAMTIAKNAGVEGSLIVEKIMQSS---SEVGYDAMLGDFVNMVEKGIIDPTKVVRTALLDAAGVASLLTTAEVVVTEIPKEEKDP----GMGGMGGMG--GGMGGG--MF   729
gi|61098372|ref|NP_001012934.1| PANEDQKIGIEIIKRTLKIPAMTIAKNAGVEGSLIVEKILQSS---SEVGYDAMLGEFVNMVEKGIIDPTKVVRTALMDAAGVASLLSTAEAVVTEVPKEEKEP----AMGGMGGMG--GGMGGG--MF   729
gi|31044489|ref|NP_851847.1| PANADQKIGIDIIRRSLRIPAMTIAKNAGVEGSLVVEKILQSS---TEIGYDAMNGEYVNMVERGIIDPTKVVRTALLDAAGVASLLSTAEAVVTEIPKEEKEM----PAGGMGGMGGMGGMGGM--GF   729
gi|17555558|ref|NP_497429.1| AANEDQQIGVNIVKKALTQPIATIVKNAGLEPSSIIDEVTGNSN--TSYGYDALNGKFVDMFEAGIIDPTKVVRTALQDASGVASLLATTECVVTEIPKEEAVGG---PAGGMGGMGGMGGMGGMG--F   729
gi|30685604|ref|NP_850203.1| TANFDQKIGVQIIQNALKTPVYTIASNAGVEGAVVVGKLLEQDN--PDLGYDAAKGEYVDMIKAGIIDPLKVIRTALVDAASVSSLLTTTEAVVTEIPTKEVASPGM-GGGGMGGMGGMGGMGGMG--F   729
gi|50310975|ref|XP_455510.1| TENFDQKLGVDIIRKAISRPARKIIENAGEEGSVIVGKIIDEYGQDFTKGYNAAKGEYTDMLAAGIIDPFKVVRSGLVDAAGVASLLATTEVAIVDAPKPAGAAPA-----MPGGMP---GMPGMM---   729
gi|45198673|ref|NP_985702.1| TENFDQKLGVDIIRRAIAQPARKIIENAGEEGAVIVGKIIDDFGEDFTKGYDAAKGEYTDMLAAGIIDPFKVVRSGIVDASGVASLWLTTEVAIGDAPKPANAAP-------PAGMP---GMPGMM---   729
gi|6323288|ref|NP_013360.1| VDNFDQKLGVDIIRKAITRPAKQIIENAGEEGSVIIGKLIDEYGDDFAKGYDASKSEYTDMLATGIIDPFKVVRSGLVDASGVASLLATTEVAIVDAPEPPAAAGAG---GMPGGMP---GMPGMM---   729
gi|145608376|ref|XP_360622.2| SANFDQQLGVSIIKNAITRPARTIVENAGLEGSVIVGKLMDEFGSDFRKGYDAAKGEYVDMIDAGIVDPLKVVRTGLLDASGVASLLGTTEVAIVEAPEEKGPAGGMGGMGGMGGMG---GMGGMM---   729
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