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gi|22328958|ref|NP_194417.2| ------------------------------------------------------MVGSEVLEECGEKISKKESKKRAAKLEKLLRKQEREEAT--SSSLSLEEEDES---------CSSNYGDVTTNELQS-------------------   150
gi|30688949|ref|NP_194847.3| ---------------------------------------MSSE-----SEIPPLSSSTAAAEESGEKTSKKAAKKEAAKLEKLRRRQEQEEATRRTASISLEENDE----------FSNNYGDVTLTELQSSADPKAGKW----------   150
gi|115447981|ref|NP_001047770.1| ---------------------------------------MSSEPPPDAAAAAASSAGDLAADLSSATISKKQLKKDARKAEKAEKASQRQQQQ-----QPQADADDP---------FAANYGDVPVEEIQS-------------------   150
gi|6323011|ref|NP_013083.1| ------------------------------------MSQDEN--IVKAVEES-AEPAQVILGEDGKPLSKKALKKLQKEQEKQRKKEERALQLEAEREAREKKAAAEDT-------AKDNYG--KLPLIQSR------------------   150
gi|50306525|ref|XP_453236.1| ------------------------------------MSDEVK--KDPVEQIS-EGVEQVILGEDGQPLSKKALKKLQKEQEKQRKKEERERQLAAEKEAREKEAAANDT-------AKENYG--KAPLIQS-------------------   150
gi|45187834|ref|NP_984057.1| ------------------------------------MSEQVEQVADKVAELS-TKEETVILGEDGQPLSKKALKKLLKEQEKQKKKEERAAQLAAEAEARQKASAASDT-------ARDNYG--ALPLIQS-------------------   150
gi|19075852|ref|NP_588352.1| ------------------------------------MSEMEKQVENLSLEAKNEKPKEVILGEDGKPLSKKALKKLEKEREKEQKRKEREAREAEEKKKRE--ANEIDY-------SAGKYG--DLPLNRS-------------------   150
gi|17136276|ref|NP_476609.1| --------------------------------------------------MVED--KEQ--VANGEQVSKKGAKKLAKAAKKAEQKAEN-ASTAAANNAGG--DSAEDH-------AAGRYG--LSEMIQS-------------------   150
gi|158294413|ref|XP_315584.3| --------------------------------------------------MVTETIKEEPVGAGAEATSKKAAKKAAKDAEKAAKKAEHKAAAAAAAGTGG--AVADDTGADGVDQSAGRYG--TMPMIQS-------------------   150
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gi|114581044|ref|XP_515810.2| -------------------------------------------------------------------------------MPSASASRKSQEK--PREIM----DAAEDY-------AKERYG--ISSMIQS-------------------   150
gi|73984263|ref|XP_848666.1| -------------------------------------------------------------------------------MPSASASRKSQEK--PREIM----DAAEDY-------AKERYG--VSSMIQS-------------------   150
gi|78045531|ref|NP_001030257.1| -------------------------------------------------------------------------------MPSANASRRSQEK--PREIM----DAAEDY-------AKERYG--VSSMIQS-------------------   150
gi|21703998|ref|NP_663482.1| -------------------------------------------------------------------------------MPSANASRKGQEK--PREIV----DAAEDY-------AKERYG--ISSMIQS-------------------   150
gi|16758642|ref|NP_446251.1| -------------------------------------------------------------------------------MPSANASRKGQEK--PREIV----DAAEDY-------AKERYG--VSSMIQS-------------------   150
gi|55741590|ref|NP_001006528.1| -------------------------------------------------------------------------------MPSAAGRGQGKDRRPDNEEQ----PAADDY-------AKERYG--VSSMIQS-------------------   150
gi|117606291|ref|NP_001071079.1| ---------------------------------------------------MTKENVQGGGEEEQQAQSKKALKKQQKEAEKAAKKAEKQAKLASEQQE----TEEDDF-------AKDRYG--ICPMVQS-------------------   150
gi|17551876|ref|NP_499089.1| --------------------------------------------------------MADAAEGEQPKLSKKELNKLARKAKKDEKAGEKGGNQQQAAAMD-----QEDA-------SKDFYG--SYGLVNS-------------------   150
gi|124505695|ref|XP_001350961.1| MINCLLQLNGRLNYLKKYLLLINLFNLKNKDINFILVRKGLFVCGLRKMEKDDVVSSTPAATEEAVMNDKKKEKKAKKLAEKELKLAKKLERENLKNEAAKVLDYVCED------INKDNYGYIKVSTLQKYADSIMELYNLEDIYNFFV   150
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gi|22328958|ref|NP_194417.2| --------AVEGKELTDVSNLV-EEIVG-----SEVSIRGRLHKNRLVGTKL-FVILRESGFTVQCVV---EETRVGANMIKFVKQLSRESVVELIGVVSHPKKPLTGTT-QQVEIHVRKMYCLSRSLPNLPLVVEDAAR-----SESDI   300
gi|30688949|ref|NP_194847.3| ------IEAVEGKEWTDVSDLV-EEMLE-----SEVLIRGRVHTNRPTSNKLGFVVLRESGSTVQCVVSQSEKTKVGANMVKYLKQLSRESFVDVIGVVTLPKEPLTGTT-QQVEIQVRKVYCINKSLAKLPLSVEDAAR-----SEADI   300
gi|115447981|ref|NP_001047770.1| -------KTISGRVWTEIGGLD-EAAAG-----RSVLIRGAAQAIRPVSKKMAFVVLRESMSTVQCVLVASADAGVSTQMVRFATSLSKESIVDVEGVVSLPKEPLKATT-QQVEIQVRKIYCINRAIPTLPINLEDASR-----SEAEI   300
gi|6323011|ref|NP_013083.1| ------DSDRTGQKRVKFVDLDEAKDSD-----KEVLFRARVHNTRQQGATLAFLTLRQQASLIQGLVKANKEGTISKNMVKWAGSLNLESIVLVRGIVKKVDEPIKSATVQNLEIHITKIYTISETPEALPILLEDASRSE-----AEA   300
gi|50306525|ref|XP_453236.1| -------TTKSGVERILFEDLDESKDDG-----REVVFRARVHNSRQQGATLAFLTLRQQAELIQGLVKANKEGTVSKQMVKWVGSINLESIVVVHGIVKKVEEPIKSATVQNLEVHITKIYTISETPEQLPILIEDASRSE-----AEA   300
gi|45187834|ref|NP_984057.1| -------ASRTGEKRIQFAELT-AEDEG-----KEVLLRSRVHTVRQQGATLAFLMLRQRSSLIQALVKANAEGTVSKQMVKWAGSLNLESIVLVRGVVRKVEEPVKSATVQDFEIQITQLHTISETPQQLPILIEDASRSE-----AEA   300
gi|19075852|ref|NP_588352.1| -------TARPGRTYTQISDIS-AKNDG-----QTVLLRARVYTSRLQGNKMCFFSLRQKYDTIQALAVVNKD-TISKQMVKWCGSISLESIVLVEGIVKKSPEIIKSATVQDAEIHISSIYVISPIKKNLPFLVEDAGRSEEQIRESEE   300
gi|17136276|ref|NP_476609.1| ------KDKRSERNFVPVSELS-GQVGK-----GLVWVRGRVHTSRAKG-KQCFLILRQQSSTVQCILAVGDV--ISKQMVKFAGNIPKESIIDIQAKPVAVSSKIESCTEQSLELSVEQIFVISQAKAQLPLQIEDASR-----PENAD   300
gi|158294413|ref|XP_315584.3| ------AEKRAERVFVNVFDLS-HCQKD-----ALVWVRGRVHTSRCKG-KQCFLVLRQQSSTVQCLLAVNEQ--VSKQMVKFSGSIPRESIIDLKAKVVPVEQRIESCTEQTLELHVLELFLLSAAKAQLPLQIEDASR-----PEKSD   300
gi|45439306|ref|NP_001340.2| ------QEK-PDRVLVRVRDLT-IQKAD-----EVVWVRARVHTSRAKG-KQCFLVLRQQQFNVQALVAVGDH--ASKQMVKFAANINKESIVDVEGVVRKVNQKIGSCTQQDVELHVQKIYVISLAEPRLPLQLDDAVR-----PEAEG   300
gi|114581044|ref|XP_515810.2| ------QEK-PDRDLVRVRDLT-IQKAD-----EVVWVRARVHTSRAKG-KQCFLVLRQQQFNVQALVAVGDH--ASKQMVKFAANINKESIVDIEGVVRKVNQKIGSCTQQDVELHVQKIYVISLAEPRLPLQLDDAVR-----PEAEG   300
gi|73984263|ref|XP_848666.1| ------QDK-PDRVLVRVSDLT-VHKAD-----EVVWVRARVHTSRAKG-KQCFLVLRQQQFNVQALVAVGDH--ASKQMVKFAANINKESIVDVEGVVRKVNQKIGSCTQQDVELHVQKIYVISLAEPRLPLQLDDAVR-----PEVEG   300
gi|78045531|ref|NP_001030257.1| ------QEK-PDRVLVRISDLT-VQKAG-----EVVWVRARVHTSRAKG-KQCFLVLRQQQFNVQALVAVGDH--ASKQMVKFAANINKESIVDVEGVVRKVNQKIGSCTQQDVELHVQKIYVISSAEPRLPLQLDDAVR-----PEVEG   300
gi|21703998|ref|NP_663482.1| ------QEK-PDRVLVRVKDLT-VQKAD-----DVVWVRARVHTSRAKG-KQCFLVLRQQQFNVQALVAVGDH--ASKQMVKFAANINKESIIDVEGVVRKVNQKIGSCTQQDVELHVQKIYVISLAEPRLPLQLDDAIR-----PEVEG   300
gi|16758642|ref|NP_446251.1| ------QEK-PDRVLVRVKDLT-VQKAD-----EVVWVRARVHTSRAKG-KQCFLVLRQQQFNVQALVAVGDH--ASKQMVKFAANINKESIIDVEGIVRKVNQKIGSCTQQDVELHVQKIYVISLAEPRLPLQLDDAIR-----PEVEG   300
gi|55741590|ref|NP_001006528.1| ------QEK-PDRVLVRIKDQT-EEKAD-----EVVWVRGRVHTSRAKG-KQCFLVLRQQQFNIQALVAVGQH--ASKQMVKFAANINKESIVDVEGVVRKAHQKIGGCTQQDVELHVQRIYVISLAEPRLPLQLDDAVR-----PEVEG   300
gi|117606291|ref|NP_001071079.1| ------QQK-LDRALVRVQDLT-LEKAE-----QQIWVRARIHTSRAKG-KQCFLVLRHQQFTVQALLAVGDR--ASKQMVKFAANITKESIIDVEAVVKKVEQKIESCSQQDVELHVERIFVISQSEARLPLQLEDAVR-----PEGEG   300
gi|17551876|ref|NP_499089.1| ------KEK-KVLNFLKVKEIN-VSNAT-----KDVWVRGRIHTTRSKG-KNCFLVLRQGVYTVQVAMFMNEK--ISKQMLKFVSSISKESIVDVYATINKVDNPIESCTQKDVELLAQQVFVVSTSAPKLPLQIEDASRRAPTDEEKAS   300
gi|124505695|ref|XP_001350961.1| KSEDCENEKREICVDKNVGDVKDAYNEENLLGKKKIWVRGRIHDIRSKG-SIAFIILRHKLYSLQCILDIKNN-NNDKNMMKWVSNLSLECIVDIYGEIKKPEIPIDSTN-IKYEIHINKIFCLSKTMKELPFLLKDANM-------KET   300
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gi|22328958|ref|NP_194417.2| EKSGKDGKQAARVLQDTRLNNRVLDIRTPANQAIFRIQCQVQIAFREYLQSKGFLEIHTPKLIAGSSEGGSAVFRLDYKGQPACLAQSPQLHKQMAICGDMRRVFEVGPVFRAEDSFTHRHLCEFVGLDVEMEIRMHYSEIMDLVGELFP   450
gi|30688949|ref|NP_194847.3| EASLQTPSPAARVNQDTRLNYRVLDLRTPANQAIFQLQYEVEYAFREKLRFKNFVGIHTPKLMAGSSEGGSAVFRLEYKGQPACLAQSPQLHKQMAICGDLRRVFEVGPVFRAEDSFTHRHLCEFVGLDVEMEIRKHYSEIMDLVDELFV   450
gi|115447981|ref|NP_001047770.1| EKAEQAGEKLVRVGQDTRLNYRAIDLRTPANQAIFRIQCQVENKFREYFLSKNFVGIHSPKLIAGSSEGGAAVFKLQYNGQPACLAQSPQLYKQMAICGGFERVFEVGPVFRAENSNTHRHLCEFVGLDAEMEIKEHYFEVCDIIDGLFV   450
gi|6323011|ref|NP_013083.1| EAAG-----LPVVNLDTRLDYRVIDLRTVTNQAIFRIQAGVCELFREYLATKKFTEVHTPKLLGAPSEGGSSVFEVTYFKGKAYLAQSPQFNKQQLIVADFERVYEIGPVFRAENSNTHRHMTEFTGLDMEMAFEEHYHEVLDTLSELFV   450
gi|50306525|ref|XP_453236.1| EAAG-----LPVVNLDTRLDSRVIDLRTVTNQAIFRIQSGVCALFREFLTNKKFTEVHTPKLLGAPSEGGSNVFEVTYFKGKSYLAQSPQLYKQQLIAADFERVFEVAPVFRAENSNTHRHMTEFTGLDLEMAFEEHYDEVVDTLAELFV   450
gi|45187834|ref|NP_984057.1| EAAG-----LPVVNLDTRLDARVIDLRTVTNQAIFRIKAGVCGLFREFFQSRNFTEIHTPKLLASPSEGGANVFEVKYFKGNAYLAQSPQFYKQQLIAADFERVFEVAPVFRAENSNTHRHMTEFTGVDLEMAFEEHYHEVIEVMGEMFM   450
gi|19075852|ref|NP_588352.1| NAAEGDSK-FVRVNLDTRLDNRVLDLRTPTNQAIFDIQAGICQAFREFLLSNSFNEIHTPKMSGASSEGGSNVFKIQYFKTDGFLSQSPQLYKQMLIAADRERVFEIGPVFRAEDSNTYRHMTEFTGLDLEMAFNEHYHEVMEFIEKLFL   450
gi|17136276|ref|NP_476609.1| DAEGLN----IRVNQDTRLDNRVLDLRTPANQAIFRLEAGVCRLFRDILTEQGFTEIHTPKIISAASEGGANVFTVSYFKDSAYLAQSPQLYKQMAIAADFDKVYTVGAVFRAEDSNTHRHLTEFVGLDLEMAFKYHYHEVLHTIGNTFT   450
gi|158294413|ref|XP_315584.3| DPEALK----IRVNQDTRLDNRVLDLRTPANQAIFRLEAGVCKLFRDVLTAKGFTEIHTPKIISAASEGGANVFTVSYFKDSAYLAQSPQLYKQMAIAADFDKVFTVGAVFRAEDSNTHRHLTEFVGLDLEMAFKYHYHEVLDTIGNTFT   450
gi|45439306|ref|NP_001340.2| EEEGR-----ATVNQDTRLDNRVIDLRTSTSQAVFRLQSGICHLFRETLINKGFVEIQTPKIISAASEGGANVFTVSYFKNNAYLAQSPQLYKQMCICADFEKVFSIGPVFRAEDSNTHRHLTEFVGLDIEMAFNYHYHEVMEEIADTMV   450
gi|114581044|ref|XP_515810.2| EEEGR-----ATVNQDTRLDNRVIDLRTSTSQAVFRLQSGICHLFRETLINKGFVEIQTPKIISAASEGGANVFTVSYFKNNAYLAQSPQLYKQMCICADFEKVFSIGPVFRAEDSNTHRHLTEFVGLDIEMAFNYHYHEVMEEIADTMV   450
gi|73984263|ref|XP_848666.1| EEEGR-----ATVNQDTRLDNRVIDLRTSTSQAVFRLQSGICHLFRETLINKGFVEIQTPKIISAASEGGANVFTVSYFKNNAYLAQSPQLYKQMCICADFEKVFCIGPVFRAEDSNTHRHLTEFVGLDIEMAFNYHYHEVVEEIADTLV   450
gi|78045531|ref|NP_001030257.1| EEEGR-----ATVNQDTRLDNRVIDLRTSTSQAIFRLQSGICHPFRETLTNKGFVEIQTPKIISAASEGGANVFTVSYFKNNAYLAQSPQLYKQMCICADFEKVFCIGPVFRAEDSNTHRHLTEFVGLDIEMAFNYHYHEVVEEIADTLV   450
gi|21703998|ref|NP_663482.1| EEDGR-----ATVNQDTRLDNRVIDLRTSTSQAIFRLQSGICHLFRETLINKGFVEIQTPKIISAASEGGANVFTVSYFKNNAYLAQSPQLYKQMCICADFEKVFCIGPVFRAEDSNTHRHLTEFVGLDIEMAFNYHYHEVVEEIADTLV   450
gi|16758642|ref|NP_446251.1| EEDGR-----ATVNQDTRLDNRIIDLRTSTSQAIFHLQSGICHLFRETLINKGFVEIQTPKIISAASEGGANVFTVSYFKSNAYLAQSPQLYKQMCICADFEKVFCIGPVFRAEDSNTHRHLTEFVGLDIEMAFNYHYHEVVEEIADTLV   450
gi|55741590|ref|NP_001006528.1| EEDGR-----ATVNQDTRLDNRVIDLRTSTSQAVFCLQSGICQLFRETLIRKGFVEIQTPKIISAASEGGANVFTVSYFKSSAYLAQSPQLYKQMCICADFEKVFCVGPVFRAEDSNTHRHLTEFVGLDIEMAFNYHYHEVVDEIADTLV   450
gi|117606291|ref|NP_001071079.1| DEEGR-----ATVNQDTRLDNRVIDLRTTTSQAIFRLQSGVCQLFRDTLINKGFVEIQTPKIISAASEGGANVFTVSYFKTSAYLAQSPQLYKQMCICADFDKVFCVGPVFRAEDSNTHRHLTEFVGLDIEMAFSYHYHEVIDSITDTMV   450
gi|17551876|ref|NP_499089.1| EQENQL----AVVNLDTRLDNRVIDLRTPTSHAIFRIQAGICNQFRNILDVRGFVEIMAPKIISAPSEGGANVFEVSYFKGSAYLAQSPQLYKQMAIAGDFEKVYTIGPVFRAEDSNTHRHMTEFVGLDLEMAFNFHYHEVMETIAEVLT   450
gi|124505695|ref|XP_001350961.1| NDEIT-----IKVNQDNRLNNRCFDLRTYANYSIFSLQSVICHIFRTFLLQHNFVEIHTPKLLGESSEGGANAFKINYFNQNGYLAQSPQLYKQMCINSGFDKVFEVGPVFRAENSNTYRHLCEYVSLDIEMTYKFDYMENVHFYDSMFK   450
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gi|22328958|ref|NP_194417.2| FIFTKIE--ERCPKELESVRKQYPFQSLKFL--PQTLRLTFAEGIQMLKEAG----EEVD-----------------PLGDLNTESERKLGQLVLEKYKTEFYMLHRYPSAVRPFYTMPYENDSNYSNSFDVFIRGEEIMSGAQRIHDPE   600
gi|30688949|ref|NP_194847.3| FIFTSLN--ERCKKELQAVGKQYPFEPLKFL--PKTLRLTFEEGVQMLKEAG----VEVD-----------------PLGDLNTESERKLGQLVLEKYNTEFYILHRYPKAVRPFYTMTCADNPLYSNSFDVFIRGEEIISGAQRVHIPE   600
gi|115447981|ref|NP_001047770.1| AIFKHLN--ENCKKELETINRQYPFEPLKYL--EKTLKLTYEEGIQMLKEAG----TEIE-----------------PMGDLNTEAEKKLGRLVKEKYGTEFFILYRYPLAVRPFYTMPCYDNPAYSNSFDVFIRGEEIISGAQRIHLPE   600
gi|6323011|ref|NP_013083.1| FIFSELP--KRFAHEIELVRKQYPVEEFKLPKDGKMVRLTYKEGIEMLRAAG----KEIG-----------------DFEDLSTENEKFLGKLVRDKYDTDFYILDKFPLEIRPFYTMPDPANPKYSNSYDFFMRGEEILSGAQRIHDHA   600
gi|50306525|ref|XP_453236.1| FIFSQLK--TRYAKEIALVRKQYPVEEFKLPKDGKMVRIPFKEGIALLREAG----KDVD-----------------DFEDLSTENEKLLGKLVRDKYETDFYILDKFPLAIRPFYTMPDAEDPRYSNSYDFFMRGEEILSGAQRIHDAD   600
gi|45187834|ref|NP_984057.1| FVFTELK--KRFAREIAQVRKQYPVEEFKFPADGKMVILHYKEGIAMLREAG----KEIG-----------------DFDDLSTENERFLGKLVREKYDTDFYILDKFPAELRPFYTMPDPADPRYSNSYDFFMRGEEIMSGAQRIHDPE   600
gi|19075852|ref|NP_588352.1| YIFKTIR--EKYAKQVAVVRQQYPSEDFILP-DADRIRFHFKDAVKLLKEAGYR--KQLVPGQKVPEDEEFHYCEDPEFDDFSTPEERALGQIVREKYHTDFYVIDKYPSSVRPFYTMPDPEDPRYSNSYDFFMKGQEIMSGAQRIHDPE   600
gi|17136276|ref|NP_476609.1| SIFKGLR--DKYAKEIESVGQQYKVDAFKFL--EPPLILQFADGVAMLREAG----VETG-----------------DEEDLSTPNEKLLGRLVKAKYDTDFYILDKFPLAIRPFYTMPDPNNPVYSNSYDMFMRGEEILSGAQRIHDPE   600
gi|158294413|ref|XP_315584.3| EMFKGLR--DHYAKEIAAVGQQYNVEPFKFL--EPPLKLEFAQAVAMLREAG----VQMD-----------------DEEDLSTPSEKLLGRLVKAKYDTDFYILDKFPLAVRPFYTMPDPANAKYSNSYDMFMRGEEILSGAQRIHDPE   600
gi|45439306|ref|NP_001340.2| QIFKGLQ--ERFQTEIQTVNKQFPCEPFKFL--EPTLRLEYCEALAMLREAG----VEMG-----------------DEDDLSTPNEKLLGHLVKEKYDTDFYILDKYPLAVRPFYTMPDPRNPKQSNSYDMFMRGEEILSGAQRIHDPQ   600
gi|114581044|ref|XP_515810.2| QIFKGLQ--ERFQTEIQTVNKQFPCEPFKFL--EPTLRLEYCEALAMLREAG----VEMG-----------------DEDDLSTPNEKLLGHLVKEKYDTDFYILDKYPLAVRPFYTMPDPRNPKQSNSYDMFMRGEEILSGAQRIHDPQ   600
gi|73984263|ref|XP_848666.1| QIFKGLQ--KRFQTEIQTVNKQFPCEPFKFL--EPTLRLEYCEALAMLREAG----IEMG-----------------DEEDLSTPNEKLLGRLVKEKYDTDFYILDKYPLAVRPFYTMPDPRNPKQSNSYDMFMRGEEILSGAQRIHDPQ   600
gi|78045531|ref|NP_001030257.1| QIFKGLQ--KRFQTEIQTVNKQFPCEPFKFL--EPTLRLEYCEALAMLREAG----IEMG-----------------DEEDLSTPNEKLLGRLVKEKYDTDFYILDKYPLAVRPFYTMPDPRNPKQSNSYDMFMRGEEILSGAQRIHDPQ   600
gi|21703998|ref|NP_663482.1| QIFKGLQ--ERFQTEIQTVSKQFPCEPFKFL--EPTLRLEYCEALAMLREAG----VEMD-----------------DEEDLSTPNEKLLGRLVKEKYDTDFYVLDKYPLAVRPFYTMPDPRNPKQSNSYDMFMRGEEILSGAQRIHDPQ   600
gi|16758642|ref|NP_446251.1| QIFKGLQ--ERFQTEIQTVNKQFPCEPFKFL--EPTLRLEYCEALAMLREAG----VEMD-----------------DEEDLSTPNEKLLGRLVKEKYDTDFYVLDKYPLAVRPFYTMPDPRNPKQSNSYDMFMRGEEILSGAQRIHDPQ   600
gi|55741590|ref|NP_001006528.1| QIFKGLQ--ERFQAEIQMVNKQFPCEPFKFL--EPTLRLEYREAVAMLREAG----IEMG-----------------DEEDLSTPNEKLLGRLVKEKYDTDFYILDKYPLAVRPFYTMPDPVNPKNSNSYDMFMRGEEILSGAQRIHDPQ   600
gi|117606291|ref|NP_001071079.1| QIFKGLR--DRFQTEIQTVNKQYPSEPFKFL--EPTLRLEYKEGLAMLRAAG----VEMG-----------------DEEDLSTPNEKLLGRLVKEKYDTDFYVLDKYPLAVRPFYTMPDPNNPKYSNSYDMFMRGEEILSGAQRIHDAQ   600
gi|17551876|ref|NP_499089.1| QMFKGLQ--QNYQDEIAAVGNQYPAEPFQFC--EPPLILKYPDAITLLRENG----IEIG-----------------DEDDLSTPVEKFLGKLVKEKYSTDFYVLDKFPLSVRPFYTMPDAHDERYSNSYDMFMRGEEILSGAQRIHDAD   600
gi|124505695|ref|XP_001350961.1| HIFKELTNNEKNKTFIKTIKNQYPSDDFVWL--DKTPIFTYEEAIKILIKNGKLFLKEED----------------ILTYDLTTDLEKELGKLIKLSHNTDYYIIINFPSSLRPFYTMYKEDDPKISNSYDFFMRGEEILSGSQRISDMK   600
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gi|22328958|ref|NP_194417.2| LLEKRARECGIDV--KTISTYIDAFRYGAPPHGGFGVGLERVVMLLCALNNIRKTSLFPRDSQRLTP   667
gi|30688949|ref|NP_194847.3| VLEQRAGECGIDV--KTISTYIDSFRYGAPLHGGFGVGLERVVMLFCALNNIRKTSLFPRDPQRLSP   667
gi|115447981|ref|NP_001047770.1| LLTKRATECGIDA--STISSYIESFSYGAPPHGGFGVGLERVVMLFCALNNIRKTSLFPRDPQRLVP   667
gi|6323011|ref|NP_013083.1| LLQERMKAHGLSPEDPGLKDYCDGFSYGCPPHAGGGIGLERVVMFYLDLKNIRRASLFPRDPKRLRP   667
gi|50306525|ref|XP_453236.1| LLKERMNAHEVHPEDPGLKDYCEAFTYGCPPHAGGGIGLERVVMFYLDLKNIRRASLFPRDPKRLRP   667
gi|45187834|ref|NP_984057.1| LLRERMKHHGLQPEDAGFKDYCDAFTYGCPPHAGGGIGLERIVMFYLDLKNIRRATLFPRDPKRLRP   667
gi|19075852|ref|NP_588352.1| LLVERMKALGVSP-DVGLQQYIDAFAIGCPPHAGGGIGLERVVMFYLNLPNIRLASSFPRDPKRLLP   667
gi|17136276|ref|NP_476609.1| YLIERAKHHGIDT--SKIAAYIESFRYGCPPHAGGGIGMERVVMLYLGLDNIRKTSMFPRDPKRLTP   667
gi|158294413|ref|XP_315584.3| YLIERAKLHGIDL--SKIAAYIDAFRYGCPPHAGGGIGMERVVMLYLGLDNIRKTSMFPRDPKRLTP   667
gi|45439306|ref|NP_001340.2| LLTERALHHGIDL--EKIKAYIDSFRFGAPPHAGGGIGLERVTMLFLGLHNVRQTSMFPRDPKRLTP   667
gi|114581044|ref|XP_515810.2| LLTERALHHGIDL--EKIKAYIDSFRFGAPPHAGGGIGLERVTMLFLGLHNVRQTSMFPRDPKRLTP   667
gi|73984263|ref|XP_848666.1| LLTERALHHGIDL--EKIKAYIDSFRFGAPPHAGGGIGLERVTMLFLGLHNVRQTSMFPRDPKRLTP   667
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