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gi|158299584|ref|XP_319682.4| -----------------------------------------------------------------------------------MQQTVGVFVRHSARWSLVAAGGPGAAYRASGSREWLRLRQLHRLAQPTLGSQRQSNRPLATLASKAK    67
gi|27229277|ref|NP_149065.2| --------------------------------------------------------------------------------------------------------------------------MSQEKASSPSGKMDG-EKPVDASEEKRK    27
gi|55741823|ref|NP_001006977.1| --------------------------------------------------------------------------------------------------------------------------MSEEKASSPSGKMDG-EKP---------    18
gi|38202255|ref|NP_689508.3| --------------------------------------------------------------------------------------------------------------------------MFEEKASSPSGKMGGEEKPIGAGEEKQK    28
gi|114600742|ref|XP_001153971.1| --------------------------------------------------------------------------------------------------------------------------MFEEKASSPSGKMGGEEKPIGAGEEKQK    28
gi|73954351|ref|XP_536509.2| -----------------------------------------------------------------MVFHWFTGGRTRLPPLSIGCPWIGRRGLGAFRLHQRVPSGPRGGVASGFRVPVRGVLMSQEKDRSPAGEMGVEEKPVGAGEEKRK    85
gi|77735697|ref|NP_001029542.1| --------------------------------------------------------------------------------------------------------------------------MSEEQASSPSAKMGDEEKPVGAGEEKQK    28
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gi|54400362|ref|NP_001005932.1| --------------------------------------------------------------------------------------------------------------------------MADESVTDQLKELKMEEKK------NTK    22
gi|71984184|ref|NP_001022033.1| ------------------------------------------------------------------------------------------------------------------------MRLNCFRIFVHIQKPTQIFKPFYRSLSSEA    30
gi|124804231|ref|XP_001347941.1| MKKIIMVIFFLLSKICKNNAILKSLKKNNKIVLKNIITKKQEPHLYHKLYNNIYNNIYNNNNKKKNRNRNKNKNKIKIKKKENKEASFFYINNYKKKLFDEQGNTLILHRRNNWINKRDNIVENYKNVKAKKHLLKLFISKNNYIYNTKM   150
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gi|30690426|ref|NP_198035.2| PK-------------------DEAYLSAVIPKRIKLFEQIQANQLENLKSLP---HDPIKVTLPDGNVKEGKKWETTPMDIAAQISKGLANSALISAVDD--------------------------------------------------   116
gi|115475758|ref|NP_001061475.1| GKEAKGKATTSASASAPNVEPDVAYLEAVTQKRIRQFEEIQAKQALERLNIG---GEPIRITLPDGAVKDGKKWISTPMDIAKEISSGLANSCLIAQVNG--------------------------------------------------   152
gi|50310653|ref|XP_455348.1| PL-VNKKE-KKKEKHNGKNPLYLDPQPAFIDERIQMFDRLKKEYDDKVAAAP---RVALTVVLKDGSTKEATAWETSPMDIAQQISKSFSERQCISKVNG--------------------------------------------------   127
gi|45185649|ref|NP_983365.1| ----EKNA-KKNKKQGNKNSAYLDPEPAFIDERIQLFEKLQAEYNAKVASMP---RAAISVVLKDGSEKPAVAWETSPMDIAQQISKSFADRQCISKVNG--------------------------------------------------   108
gi|14318437|ref|NP_116578.1| ---AVKPN-KKENKKSKQQSLYLDPEPTFIEERIEMFDRLQKEYNDKVASMP---RVPLKIVLKDGAVKEATSWETTPMDIAKGISKSLADRLCISKVNG--------------------------------------------------   116
gi|19113156|ref|NP_596364.1| ----------------------LSLEIPFIQHRLDLFDKLQKEYKESLATKP---REEIDITLPDGKVIKGTSWETTPISIAASISKGLADRVTVAIVNG--------------------------------------------------    90
gi|39942942|ref|XP_361008.1| KGGAKKEK-KPAAGSADTGPLELDPPPSFLKDRLDLFERLRKEYDDEVAQKP---REPITITMPDGSIKNGTAWETTPADIAKGISNSLFKRTVVARLDGDK------------------------------------------------   131
gi|32421425|ref|XP_331156.1| Q---KKEK-GAPAAGGDAGPLEMNPPPAFIQERLDLFDKLYKEQQEELAKRP---RDDILITMPDGTTKTGKAYETTPAEIAKGISNSLFKRTVVARIDG--------------------------------------------------   120
gi|24583839|ref|NP_723725.1| KEKK-----EKPSGGGD-TRKELSPLPKYIEERNVFWEKCKAEYEAELAAKK---REPIKVTLPDGKQVDATSWETTPYEVARGISQGLADNTVISKVNG--------------------------------------------------   150
gi|158299584|ref|XP_319682.4| KEKQKNAAADKASGQASGAAQEMKDGPEFIDHRIKIYDELMAQYKEELEKRE---KTPIKVTLPDGKQVDGLSWQTTPYDVARGISQGLADNTVIARVNN--------------------------------------------------   164
gi|27229277|ref|NP_149065.2| EGGKKK---SKDGGGDGG-RAELNPWPEYINTRLDMYNKLKAEHDSILAEKAAKDSKPIKVTLPDGKQVDAESWKTTPYQIACGISQGLADNTVVAKVNK--------------------------------------------------   123
gi|55741823|ref|NP_001006977.1| ----------------------LNPWPEYINTRLDMYHKLKAEHDSILAEKAAKDSKPIKVTLPDGKQVDAESWKTTPYQIACGISQGLADNTVVAKVNK--------------------------------------------------    96
gi|38202255|ref|NP_689508.3| EGGKKK---NKEGSGDGG-RAELNPWPEYIYTRLEMYNILKAEHDSILAEKAEKDSKPIKVTLPDGKQVDAESWKTTPYQIACGISQGLADNTVIAKVNN--------------------------------------------------   124
gi|114600742|ref|XP_001153971.1| EGGKKK---NKEGSGDGG-RAELNPWPEYIYTRLEMYNILKAEHDSILAEKAEKDSKPIKVTLPDGKQVDAESWKTTPYQIACGISQGLADNTVIAKVNN--------------------------------------------------   124
gi|73954351|ref|XP_536509.2| EGGKKK---NKEGSGDGG-RAELNPWPEYINTRLEMYNKLKAEHDSILAERAEKDSKPIKVTLPDGKQVNAESWKTTPYQIACGISQGLADNTVIAKVNQ--------------------------------------------------   181
gi|77735697|ref|NP_001029542.1| EGSKKK---NKEGSGDGG-RAELNPWPEYINTRLEMYNKLKAEHDSILAEKAEKDSKPIKVTLPDGKQVDAESWKTTPYQIACGISQGLADNTVIAKVNK--------------------------------------------------   124
gi|71895375|ref|NP_001026618.1| DCGKKK---MKEASGDEG-RAELNPWPAFINERLEMYNKLKAEHDALLAERAANDSKPIKVTLPDGKLVDAESWKTTPYQIACGISQGLADNTVIAKVNK--------------------------------------------------   112
gi|54400362|ref|NP_001005932.1| DGGKKK---NKNAAGDAGGKTELSPPPQYIDERLSIYNKLKEEHDALLAEKAAKESKPIKITLPDGKVVDGESWKTTPYQVACGISQGLADNTVISKANN--------------------------------------------------   119
gi|71984184|ref|NP_001022033.1| SDKYHF----VNGHKMSKAPTDMAPWPAFIEERIKLWDKLKAEYDAEIAAKE---SEPIQITLPDGKIHEGKTWRTTPFEIAERISKGLAEAAVIAKVNG--------------------------------------------------   123
gi|124804231|ref|XP_001347941.1| FSSCINNNCNTNDVEVMKKKLVVGENPEFIKKRLEKFNEIKEKRKQELEENFEELRKPITIELLDGSIKSGESYVTTPFDIALSISKRLAEDSIVCKVTYLEKVDVELCDIEEGDDHNEEANDEVEEKSKEDNNENNNDNKNNNDNENNN   300
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gi|30690426|ref|NP_198035.2| -------------------------------VLWDMNRPLEGD----CKLELFKFDSDKGRDTLWHSSAHILGQALEQEYGCQLCIGPCTTRGEGFYYDGFYG----------ELGLSDNHFPSIEAGAAKAAKEAQPFERIEVTKDQAL   221
gi|115475758|ref|NP_001061475.1| -------------------------------TLWDMTRPLEGD----CELKLFKFDSNEGRDTFWHSSAHILGESLERAYGCKLCIGPCTTRGEGFYYDAYYN----------DLTLNETHFGIIDAQAQKAVAEKQPFERIEVSRAEAL   257
gi|50310653|ref|XP_455348.1| -------------------------------ELWDLERPLEGNEGDELKVEFFDFESDTGKKVFWHSSAHVLGEACECNLGAHICLGPPTDDG--FFYEFACRDSMD--ADSPERTVSQADFPNLESVSKNVIKQKQRFERLVMSKENLL   242
gi|45185649|ref|NP_983365.1| -------------------------------ELWDLERPLEGSEGDHLKLEFFDFESNEGRRVFWHSAAHVLGEACECNLGAHICLGPPTDDG--FFYEFACKDSMD--PDAPERTVSQADFPNLETVAKQAIKEKQRFERLVMTKEDLL   223
gi|14318437|ref|NP_116578.1| -------------------------------QLWDLDRPFEGEANEEIKLELLDFESDEGKKVFWHSSAHVLGESCECHLGAHICLGPPTDDG--FFYEMAVRDSMKDISESPERTVSQADFPGLEGVAKNVIKQKQKFERLVMSKEDLL   233
gi|19113156|ref|NP_596364.1| -------------------------------EPWDLTRPLEAS----CTLKLCDFNDPEGKRVFWHSSAHILGEATELSFHCHLCIGPPTDEG--FFYEMGID---------NGRVITNDDYSSIESYAKQAIKQKQPFERLVISKEGLL   194
gi|39942942|ref|XP_361008.1| ------------------------------EQLWDLERPLERS----CKLELLDFSDPQGQFVFWHSSAHILGEAAERRFGCSLCIGPPVDNG--FYYEMALP---------DGAAVQSSDWKPLETLVSKIVKEKQKFERLVLSKEDLL   236
gi|32421425|ref|XP_331156.1| ------------------------------ETLWDLERPLEKS----CKLELLDFNDDQGKFVFWHSSAHILGEACERRFGCSLCIGPPVDNG--FYYEMALP---------GGAAVQSSDWAPLENIVTKIVKEKQPFQRLEMSKEDLL   225
gi|24583839|ref|NP_723725.1| -------------------------------EVWDLDRVLEGN----CTLQLLKFDDPEAQAVFWHSSAHIMGEAMERIYGGHLCYGPPIENG--FYYDMHLE----------GEGISTNDYGAMEGLVKQIVKEKQNFERLEMKKSDLL   253
gi|158299584|ref|XP_319682.4| -------------------------------ELWDLDRPLEGD----CKLQLLKFDDPDAQAVFWHSSAHILGEAMEKRYGGHLCYGPPIDNG--FYYDMFLE----------GSGISNQDYGALESEVKRIVKEKQPFERLEMKKADLL   267
gi|27229277|ref|NP_149065.2| -------------------------------VVWDLDRPLETD----CTLELLKFEDEEAQAVYWHSSAHIMGEAMERVYGGCLCYGPPIENG--FYYDMYLE----------EGGVSSNDFSSLETLCKKIIKEKQTFERLEVKKETLL   226
gi|55741823|ref|NP_001006977.1| -------------------------------VVWDLDRPLETD----CTLELLKFEDEEAQAVYWHSSAHIMGEAMERVYGGCLCYGPPIENG--FYYDMYLE----------EGGVSSNDFSSLETLCKKIIKEKQTFERLEVKKETLL   199
gi|38202255|ref|NP_689508.3| -------------------------------VVWDLDRPLEED----CTLELLKFEDEEAQAVYWHSSAHIMGEAMERVYGGCLCYGPPIENG--FYYDMYLE----------EGGVSSNDFSSLEALCKKIIKEKQAFERLEVKKETLL   227
gi|114600742|ref|XP_001153971.1| -------------------------------LVWDLDRPLEED----CSLELLKFEDEEAQAVYWHSSAHIMGEAMERVYGGCLCYGPPIENG--FYYDMYLE----------EGGVSSNDFSSLEALCKKIIKEKQAFERLEVKKETLL   227
gi|73954351|ref|XP_536509.2| -------------------------------VVWDLDRPLEED----CTLELLKFEDEEAQAVYWHSSAHIMGEAMERVYGGCLCYGPPIENG--FYYDMYLE----------EGGVSSNDFSSLEALCKKIIKEKQTFERLEVKKETLL   284
gi|77735697|ref|NP_001029542.1| -------------------------------AVWDLDRPLEED----CTLELLKFEDEEAQAVYWHSSAHIMGEAMERVYGGCLCYGPPIENG--FYYDMYLE----------EGGVSSNDFSSLETLCKKIIKEKQAFERLEVKKETLL   227
gi|71895375|ref|NP_001026618.1| -------------------------------MVWDLDRPLEED----CTLELLKFEDEEAQAVYWHSSAHIMGEAMERIYGGCLCYGPPIENG--FYYDMFLE----------DGGVSSNDFSALETLCKKIMKEKQPFERLEVKKETLL   215
gi|54400362|ref|NP_001005932.1| -------------------------------GVWDLDRPLEED----CSLVFLKFDDEEAQAVYWHSSAHIMGEAMERVYGGCLCYGPPIENG--FYYDMYLD----------NEGVSSNDFPCLENLCKKIIKEKQPFERLEVKKETLL   222
gi|71984184|ref|NP_001022033.1| -------------------------------AVWDLDRPFEGN----AKLELLKFDDDEAKQVFWHSSAHVLGEAMERYCGGHLCYGPPIQEG--FYYDMWHE----------NRTICPDDFPKIDQIVKAAVKDKQKFERLEMTKEDLL   226
gi|124804231|ref|XP_001347941.1| DNKNNNDNKNNNYNNYNNYNNYNNNSHIMKSILWDLNVPLLGN----CRVEFINIQSEEGQKIFWHSSAHILGSSLEKLFGGFLTIGPALKEG--FYYDIFLN----------NFSINNEDYKRIEDEFNKLVKDNVPFEKVICTKEEAL   434
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gi|30690426|ref|NP_198035.2| EMFSENNFKVELINGLPADM-TITVYRCGPLVDLCRGPHIPNTSFVKAFKCLRASSAYWKGDKDRESLQRVYGISYPDQKQLKKYLQFLEEAKKYDHRLLGQKQELFFSH-QLSPGSYFFLPLGTRVYNRLMDFIKNQYWHRGYTEVITP   369
gi|115475758|ref|NP_001061475.1| EMFAENKFKVEIINELPEDK-TITVYRCGPLVDLCRGPHIPNTSFVKAFACLKASSSYWRGKADRESLQRVYGISFPDSKRLKEYKHLLEEAKKRDHRLLGQTQDLFFFH-QLSPGSCFFLPHGAIIYNKLMDFLRQQYRDRGYQEVLSP   405
gi|50310653|ref|XP_455348.1| KMFHYSKYKTYLVSTKIPDGGATTVYRCGSLIDLCTGPHIPHTGRIKAFKLLKNSSCYFLGDNNNDSLQRIYGISFPDKKLMDAHLKFLAEASMRDHRKIGREQELFYFN-EMSPGSCFWLPHGTRIYNTLVDLLRSEYRKRGYDEVITP   391
gi|45185649|ref|NP_983365.1| KMFHYSKYKTYLVQTKIPDGGSTTVYRSGKLIDLCVGPHIPHTGRIKAFKLLKNSSCYFLGDSENDTLQRVYGIAFPDKKLMDAHLKFLEEAAKRDHRKIGREQELFMFN-EMSPGSCFWLPHGTRIYNNLVELLRNEYRKRGYEEVITP   372
gi|14318437|ref|NP_116578.1| KMFHYSKYKTYLVQTKVPDGGATTVYRCGKLIDLCVGPHIPHTGRIKAFKLLKNSSCYFLGDATNDSLQRVYGISFPDKKLMDAHLKFLAEASMRDHRKIGKEQELFLFN-EMSPGSCFWLPHGTRIYNTLVDLLRTEYRKRGYEEVITP   382
gi|19113156|ref|NP_596364.1| EMFRYNKYKQYIIQTKIPDGASTTVYRCGPLIDLCTGPHVPHTGRIKSFAVTKNSSSYFLGDAKNDSLQRVYGISFPDNKQMQEYKTFLAEAAKRDHRKIGRDQELFFFN-EISPGSCFFLPHGARIYNTLLKYMRYQYSKRGYQEVITP   343
gi|39942942|ref|XP_361008.1| EMFKYNKYKQHIIKDKIADGTKTTVYRNGPLIDLCRGPHVPDTGRIEAFAIMKNSASYFLGDKDNDSLQRIYGVSFPTKKQLTEYQKFLEEAAKRDHRRIGKDQELFFFH-DYSPGSAMWLPHGTRIYNTLLSYIREIYWEKNYEEVITP   385
gi|32421425|ref|XP_331156.1| KMFAYNPYKQHIIKDKIPDGTRTTVYRNGPLIDLCRGPHVPDTSRIEAFAIMKNSSSYFLGDANNDSLQRIYGVSFPDKKQMAAHKKFLEEAAKRDHRLIGKQQELFYFE-ECSPGSAMWLPHGMRINNAIMEYIKEEYWKRGYDEVMTP   374
gi|24583839|ref|NP_723725.1| EMFKYNEFKVRILNEKVTTD-RTTVYKCGSLIDLCRGPHVRHTGKVKALKITKNSSTYWEGKADAETLQRVYGISFPDPKQLKEWEKLQEEAAKRDHRKIGREQELFFFH-ELSPGSCFFQPRGAHIYNTLMGFIKAEYRKRGFQEVISP   401
gi|158299584|ref|XP_319682.4| RMFEYNQFKVRILNEKVTTE-TTTVYRCGPLIDLCRGPHVRNTGKVKALKVVKNSATYWEGKADAETLQRVYGISFPDPKQLKEWEKIQEEAAKRDHRKLGKEQELFFFH-ELSPGSCFFQPKGAHIYNTLMGFIRSEYRKRGFQEVISP   415
gi|27229277|ref|NP_149065.2| EMFKYNKFKCRILNEKVNTP-TTTVYRCGPLIDLCRGPHVRHTGKIKTLKIHKNSSTYWEGKADMETLQRIYGISFPDPKLLKEWEKFQEEAKNRDHRKIGRDQELYFFH-ELSPGSCFFLPKGAYIYNTLMEFIRSEYRKRGFQEVVTP   374
gi|55741823|ref|NP_001006977.1| EMFKYNKFKCRILNEKVNTP-TTTVYRCGPLIDLCRGPHVRHTGKIKTLKIHKNSSTYWEGKADMETLQRIYGISFPDPKLLKEWEKFQEEAKNRDHRKIGRDQELYFFH-ELSPGSCFFLPKGAYIYNTLMEFIRSEYRKRGFQEVVTP   347
gi|38202255|ref|NP_689508.3| AMFKYNKFKCRILNEKVNTP-TTTVYRCGPLIDLCRGPHVRHTGKIKALKIHKNSSTYWEGKADMETLQRIYGISFPDPKMLKEWEKFQEEAKNRDHRKIGRDQELYFFH-ELSPGSCFFLPKGAYIYNALIEFIRSEYRKRGFQEVVTP   375
gi|114600742|ref|XP_001153971.1| AMFKYNKFKCRILNEKVNTP-TTTVYRCGPLIDLCRGPHVRHTGKIKALKIHKNSSTYWEGKADMETLQRIYGISFPDPKMLKEWEKFQEEAKNRDHRKIGRDQELYFFH-ELSPGSCFFLPKGAYIYNALIEFIRSEYRKRGFQEVVTP   375
gi|73954351|ref|XP_536509.2| EMFKYNKFKCRILNEKVNTP-TTTVYRCGPLIDLCRGPHVRHTGKIKTLKIHKNSSTYWEGKADMETLQRIYGISFPDPKMLKEWEKFQEEAKNRDHRKIGRDQELYFFH-ELSPGSCFFLPKGAYIYNTLIEFIRSEYRKRGFQEVVTP   432
gi|77735697|ref|NP_001029542.1| EMFKYNKFKCRILNEKVNTP-TTTVYRCGPLIDLCRGPHVRHTGKIKTLKIHKNSSTYWEGKSDMETLQRIYGISFPDPKMLKEWEKFQEEAKNRDHRKIGRDQELYFFH-ELSPGSCFFLPKGAYIYNTLIEFIRSEYRKRGFQEVVTP   375
gi|71895375|ref|NP_001026618.1| EMFKYNKFKCRILNEKVNTP-TTTVYRCGPLIDLCRGPHVRHTGKIKSIKIHKNSSTYWEGKADMETLQRIYGISFPDAKMLKEWEKFQEEAKNRDHRKIGRDQELFFFH-ELSPGSCFFLPKGAYIYNTLIEFIRSEYRKRGFQEVVTP   363
gi|54400362|ref|NP_001005932.1| EMFKYNKFKCRILNEKVTTP-TTTVYRCGPLIDLCRGPHVRHTGKIKAMKIHKNSSTYWEGKADMESLQRIYGISFPDPKML--------------------------------------------------------------------   303
gi|71984184|ref|NP_001022033.1| EMFKYNEFKVRIITEKIHTP-KTTVYRCGPLIDLCRGPHVRHTGKVKAMAITKNSSSYWEGKADAESLQRLYGISFPDSKQLKEWQKLQEEAAKRDHRKLGKEHDLFFFH-QLSPGSAFWYPKGAHIYNKLVDFIRKQYRRRGFTEVITP   374
gi|124804231|ref|XP_001347941.1| ELFDYNPFKLELIRSKIPDNKKTSVYRCGNFIDLCLGPHIKNTGKVKTFKVLKNSSAYWLGQKENDSLQRVYGISFQKKSELVEYLKFLEEAKKRDHRNVGKILNLFFFEKETSPGSCFWLPHGSKIYNKLIEFIRKEYRIRKYEEVISP   584
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gi|30690426|ref|NP_198035.2| NMYNMELWQTSGHADNYKDNMFTFNIEKQEFGLKPMNCPGHCLIFQHRVRSYRELPMRLADFGVLHRNEASGALSGLTRVRRFQQDDAHIFCTTEQVKGEVQGVLEFIDYVYK-VFGFTYELKLSTRPE-KYLGDLETWDKAEADLKEAI   517
gi|115475758|ref|NP_001061475.1| NIYNMQLWETSGHAANYKENMFVFEIEKQEFGLKPMNCPGHCLMFEHRVRSYRELPLRMADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCRESQIKDEVKAVLDFINYVYE-IFGFKYELELSTRPE-KYLGDIETWNKAEQQLTEAL   553
gi|50310653|ref|XP_455348.1| NMYNSKLWETSGHWANYKENMFSFEVEKETFGLKPMNCPGHCLMFKARERSYRELPWRVADFGVIHRNEFSGALSGLTRVRRFQQDDAHIFCTQDQIENEIANIFDFLKYVYG-VFGFEFKMELSTRPE-KYVGELETWNNAESKLETAL   539
gi|45185649|ref|NP_983365.1| NMYNSKLWETSGHWANYKENMFTFEVEKESFGLKPMNCPGHCVMFKSRERSYRELPWRVADFGVIHRNEFSGALSGLTRVRRFQQDDAHIFCAQDQIETEIEGLFDFLKYVYG-VFGFEFKLELSTRPE-NYVGDLETWNNAEARLESAL   520
gi|14318437|ref|NP_116578.1| NMYNSKLWETSGHWANYKENMFTFEVEKETFGLKPMNCPGHCLMFKSRERSYRELPWRVADFGVIHRNEFSGALSGLTRVRRFQQDDAHIFCTHDQIESEIENIFNFLQYIYG-VFGFEFKMELSTRPE-KYVGKIETWDAAESKLESAL   530
gi|19113156|ref|NP_596364.1| NMYNVNLWKTSGHWNNYSENMFSFDIEKEKYALKPMNCPGHCVMFKSRDRSYRDLPWRVADFGVLHRNEFSGALSGLTRVRRFQQDDAHIFCTPDQVRSEIEGCFDFLKEVYG-TFGFTFHLELSTRPEEKYLGDLATWDKAEAQLKAAL   492
gi|39942942|ref|XP_361008.1| NIYNADLWKQSGHWQFYKDDMFVIKDEKDTFGLKPMNCPGHALMFAHRERSHRELPWRVADFGVLHRNEASGALSGLTRVRRFQQDDAHIFCREDQIKDEILDLFDFLRKMYT-VMGLTFKLRLSTRPE-KYMGAIETWDKAEESLRQAL   533
gi|32421425|ref|XP_331156.1| NMFNVALWEQSGHLAHYKDDMFILDVDKEQFGLKPMNCPAHAMMFRHRDRSHKELPLRLADFGVLHRNEASGALSGLTRVRRFQQDDAHIFCREDQIKAEVADLFDFMKSFYG-MLGLTFKLKLSTRPE-KYMGEIETWDRAEARLKEAL   522
gi|24583839|ref|NP_723725.1| NIYNAKLWMTSGHWQHYAENMFSFEAEKEKFALKPMNCPGHCLIFDNRNRSWRELPLRMADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCAPEQIKSEMKGCLEFLKYVYT-IFGFSFQLVLSTRPD-NYLGELEQWNDAEKALAESL   549
gi|158299584|ref|XP_319682.4| NIYNAKLWQTSGHWQHYAENMFSFESEKETFALKPMNCPGHCLMFDHRNRSWRELPLRMADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCMPDQIREEITGCLDFLRHVYT-IFGFTFNLVLSTRPE-KYLGEIEVWNEAEKALADSL   563
gi|27229277|ref|NP_149065.2| NIFNSRLWMTSGHWQHYSENMFSFEVEKEQFALKPMNCPGHCLMFDHRPRSWRELPLRLADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCAMEQIEDEIKGCLDFLRTVYS-VFGFSFKLNLSTRPE-KFLGDIEIWNQAEKQLENSL   522
gi|55741823|ref|NP_001006977.1| NIFNSRLWMTSGHWQHYSENMFSFEVEKEQFALKPMNCPGHCLMFDHRPRSWRELPLRLADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCAMEQIEDEIKGCLDFLRTVYS-VFGFSFKLNLSTRPE-KFLGDIEIWNQAEKQLENSL   495
gi|38202255|ref|NP_689508.3| NIFNSRLWMTSGHWQHYSENMFSFEVEKELFALKPMNCPGHCLMFDHRPRSWRELPLRLADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCAMEQIEDEIKGCLDFLRTVYS-VFGFSFKLNLSTRPE-KFLGDIEVWDQAEKQLENSL   523
gi|114600742|ref|XP_001153971.1| NIFNSRLWMTSGHWQHYSENMFSFEVEKELFALKPMNCPGHCLMFDHRPRSWRELPLRLADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCAMEQIEDEIKGCLDFLRTVYS-VFGFSFKLNLSTRPE-KFLGDIEVWDQAEKQLENSL   523
gi|73954351|ref|XP_536509.2| NIYNSRLWMTSGHWQHYSENMFSFEVEKELFALKPMNCPGHCLMFDHRPRSWRELPLRIADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCAIEQIEDEIKGCLDFLRTVYS-IFGFSFKLNLSTRPE-KYLGDIEVWNQAEKQLENSL   580
gi|77735697|ref|NP_001029542.1| NIYNSRLWVTSGHWEHYSENMFSFEVEKELFALKPMNCPGHCLMFDHRPRSWRELPLRVADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCAMEQIEDEIKGCLDFLRTVYS-IFGFSFKLNLSTRPE-KFLGDIEVWNQAEKQLENSL   523
gi|71895375|ref|NP_001026618.1| NIFNSKLWMTSGHWQHYSENMFSFEVEKEIFALKPMNCPGHCLMFDHRPRSWRELPLRLADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCSVEQIEEEIKSCLQFLRAVYD-VFGFSFKLNLSTRPE-KYLGDIEVWNRAEKQLENSL   511
gi|54400362|ref|NP_001005932.1| ---------------------------KEIFALKPMNCPGHCLMFDHRPRSWRELPLRLADFGVLHRNELSGALTGLTRVRRFQQDDAHIFCSMDQIESEIKGCLDFLRTVYD-VFGFTFKLNLSTRPE-KFLGEPEVWDQAEKQLENSL   424
gi|71984184|ref|NP_001022033.1| NMYNKKLWETSGHWQHYSEDMFKIEVEKEEFGLKPMNCPGHCLMFGHMPHTYNELPFRFADFGVLHRNEMSGALTGLTRVRRFQQDDAHIFCRQDQISEEIKQCLDFLEYAYEKVFGFTFKLNLSTRPE-GFLGNIETWDKAEADLTNAL   523
gi|124804231|ref|XP_001347941.1| NVFSCDLWKTSGHYQNYKDCMFLFNVENKEWGMKPMNCPGHCLMFKQLNVSYRSLPVRLADFGVLHRNEISGSLSGLTRVRRFQQDDSHIFCSMEHIKQEVLNTLNFLFYVYN-LFGFKYELFLSTRPK-KFIGQISTWNLAEQHLKDAL   732
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gi|30690426|ref|NP_198035.2| EAFGK-----PLVLNEGDGAFYGPKIDITVSDAMNRKFQCATLQLDFQLPIRFNLEYAA-------------------------------------------------------------------------EDEAKKSRPVMIHRAVLG   589
gi|115475758|ref|NP_001061475.1| NEFGK-----PWQINEGDGAFYGPKIDIGVFDALKRKFQCATLQLDFQLPLRFKLTYSA-------------------------------------------------------------------------EDEAKLERPVMIHRAILG   625
gi|50310653|ref|XP_455348.1| KKWGG-----NWELNPGDGAFYGPKIDIMISDALKRWHQCATIQLDFQLPNRFELEFKT-------KELEG---------------------------------------------------------------SDNYERPVMIHRAILG   614
gi|45185649|ref|NP_983365.1| NKWGG-----DWEINEGDGAFYGPKIDIMISDALKRWHQCATIQLDFQLPNRFELEYKG-------KGND----------------------------------------------------------------ENAYERPVMIHRALLG   594
gi|14318437|ref|NP_116578.1| KKWGG-----NWEINAGDGAFYGPKIDIMISDALRRWHQCATIQLDFQLPNRFELEFKS-------KDQD----------------------------------------------------------------SESYERPVMIHRAILG   604
gi|19113156|ref|NP_596364.1| DASGY-----KWELNAGDGAFYGPKIDITVFDALKRQHQCATIQLDFQLPERFQLEFHAPASAEEAKESGN---------------------------------------------------------------NNKYTRPVMVHRAILG   574
gi|39942942|ref|XP_361008.1| DEFAASEGGVAWELNAGDGAFYGPKIDIAIMDCLNREWQCATIQLDFVQPQNFNLEYMAGEDAAETKAKAEGAKITAPKVKVKDPQAIID--------------SAAAARGETVVEPAGVEGDKKEKEKVIKKLSPGCARPVMIHRAMAG   669
gi|32421425|ref|XP_331156.1| NEFVAATGG-TWELNEGDGAFYGPKIDIAVLDCLNRPWQCATIQLDFQQPINFSLEYMT----ADAQAKQDEDKAASKAAKPEAP-------------------------KEEEEAPKEGEEKKKKALLVKKPLTAGCARPVMIHRAMAG   642
gi|24583839|ref|NP_723725.1| NEFGM-----PWKENPGDGAFYGPKIDITIMDALKRAHQCATIQLDFQLPIRFNLSYIA-------------------------------------------------------------------------DDG-EKKRPVIIHRAILG   620
gi|158299584|ref|XP_319682.4| DKFGE-----PWKENPGDGAFYGPKIDITIMDALKRNHQCATIQLDFQLPIRFNLNYID-------------------------------------------------------------------------DSG-EKKRPVIIHRAVLG   634
gi|27229277|ref|NP_149065.2| NEFGE-----KWELNPGDGAFYGPKIDIQIKDAIGRYHQCATIQLDFQLPIRFNLTYVS-------------------------------------------------------------------------HDGDDKKRPVIVHRAILG   594
gi|55741823|ref|NP_001006977.1| NEFGE-----KWELNPGDGAFYGPKIDIQIKDAIGRYHQCATIQLDFQLPIRFNLTYVS-------------------------------------------------------------------------HDGDDKKRPVIVHRAILG   567
gi|38202255|ref|NP_689508.3| NEFGE-----KWELNSGDGAFYGPKIDIQIKDAIGRYHQCATIQLDFQLPIRFNLTYVS-------------------------------------------------------------------------HDGDDKKRPVIVHRAILG   595
gi|114600742|ref|XP_001153971.1| NEFGE-----KWELNSGDGAFYGPKIDIQIKDAIGRYHQCATIQLDFQLPIRFNLTYVS-------------------------------------------------------------------------HDGDDKKRPVIVHRAILG   595
gi|73954351|ref|XP_536509.2| NEFGE-----KWELNPGDGAFYGPKIDIQIKDAIGRFHQCATIQLDFQLPIRFNLTFVS-------------------------------------------------------------------------HDGDDKKRPVIVHRAILG   652
gi|77735697|ref|NP_001029542.1| NDFGE-----KWELNPGDGAFYGPKIDIQIKDAIGRYHQCATIQLDFQLPIRFNLTFVS-------------------------------------------------------------------------HDGDDKKKPVIIHRAILG   595
gi|71895375|ref|NP_001026618.1| NDFGE-----KWELNPGDGAFYGPKIDIQIKDAIGRYHQCATIQLDFQLSIRFNLTFVS-------------------------------------------------------------------------HDGNDKTRPVIIHRAILG   583
gi|54400362|ref|NP_001005932.1| NDFGE-----KWVLNPGDGAFYGPKIDIQIKDAIGRYHQCATIQLDFQLPIRFNLTFVS-------------------------------------------------------------------------HDGDDKKRPVIIHRAILG   496
gi|71984184|ref|NP_001022033.1| NASGR-----KWVLNPGDGAFYGPKIDITIQDALKRNFQCATIQLDFQLPNQFDLSYFD-------------------------------------------------------------------------EKG-EKQRPVMIHRAVLG   594
gi|124804231|ref|XP_001347941.1| YAANV-----QWKINEGDGAFYGPKIDILVKDSLNRTHQCGTIQLDFQLPVRFNLQYKNKEYVTNNEKNEKNEKNHDNDDNVHNNNNYPINHDDLHNNEKKEFKDSQNHNEDKEHNNIHDNHSLKPNINEEGLLKKGFERPIIIHRAILG   877
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gi|30690426|ref|NP_198035.2| SVERMFAILLEHYKGKW---------PFWISPRQAIVCPISEKSQQYAEKVQKQIKDAGFYVDADLT-DRKIDKKVREAQLAQYNYILVVGETEAATGQVSVRVRD----NAAHSVKSIEDLLEEFKAKTAEFV----------------   709
gi|115475758|ref|NP_001061475.1| SVERMFAILLEHYNGKW---------PLWLSPRQAIVCSISSNSVEYAKQVRARIHEAGFHVAIDET-DRTIQKKVREAQLAQFNYILVVGAQEAETGQVSVRVRD----KAELATVSIDDIITRFKEEVAAYK----------------   745
gi|50310653|ref|XP_455348.1| SVERMTAILTEHFAGKW---------PFWLSPRQILVVPVGVKFQEYAQEVRDKMVEAGFYADVDLT-GNTLQKKVRNGQMLKYNFIFIVGEQEMTEKSVNIRNRDVMDLQGKNATVQVDAVINQLSKLKEEKRADNVLA----------   744
gi|45185649|ref|NP_983365.1| SVERMTAILTEHYAGKW---------PFWLSPRQVLVVPVGVKYQDYAQQIRDKLVGAGFYADADLG-SNTLQKKVRTGQMLKYNFIFVVGEQEMNENSVNIRNRDVTDLQGKNETVDFDLVLKQLLKLKEEKRADNVLQ----------   724
gi|14318437|ref|NP_116578.1| SVERMTAILTEHFAGKW---------PFWLSPRQVLVVPVGVKYQGYAEDVRNKLHDAGFYADVDLT-GNTLQKKVRNGQMLKYNFIFIVGEQEMNEKSVNIRNRDVMEQQGKNATVSVEEVLKQLRNLKDEKRGDNVLA----------   734
gi|19113156|ref|NP_596364.1| SLERMIAILTEHYAGKW---------PFWMSPRQVCIIPVSAAAYNYADKVHNILSEADIFVDTDKS-DNTLPKKIRNAQLAQYNFIFVVGAEEESTNSVNVRNRDDPKKQSKGSTVAVEEVVKKLLKLKESKSLINDL-----------   703
gi|39942942|ref|XP_361008.1| SIERFTGILCEHYAGKW---------PLWLSPRQILVVPVGKGFYDYAEEVRSIFKKAKMFVDVDTS-GNTLMKKIRTGQLAQYNFIFVVGAEEMNGRQVNVRNRDDPATQDRGQPIALEEALEKLAKLRDDKGTYNPFPKAAAEKKETA   809
gi|32421425|ref|XP_331156.1| SIERFTAILAEHFAGKW---------PFWMSPRQVMVIPVGMGFLDYAKEVALTLKKEKIHVDVDSS-GNTLQKKIRSAQLAQYNFIFVVGDDEKTNRKVNIRYRDDTSTQARDVPYSLEEAVEKLRALKADRGMYNPFPAHNPKKEEAT   782
gi|24583839|ref|NP_723725.1| SVERMIAILTENFAGKW---------PFWLSPRQVMVVPVGPAYDQYAQSVRDQLHDAGFMSEADCDAGDTMNKKIRNAQLAQFNFILVVGDKERSSNTVNVRTRD----NKVHGEVSVAELITKLQKIRDEFIA-NEDSF---------   747
gi|158299584|ref|XP_319682.4| SVERMIAILTENYAGKW---------PFWLSPRQVMVVPVGPAYDDYADQVRQRLHEAGFMVEADLDAGDTMNKKIRNAQLAQFNFILVVGEKERSSETVNVRTRD----NKVHGEVTVNDLVTKLSKLRDEYAR-GEDQF---------   761
gi|27229277|ref|NP_149065.2| SVERMIAILTENYGGKW---------PFWLSPRQVMVVPVGPTCDEYAQKVRQQFHDAKFMADTDLDPGCTLNKKIRNAQLAQYNFILVVGEKEKASGTVNIRTRD----NKVHGERTVEETVRRLQQLKQTRSKQAEEEF---------   722
gi|55741823|ref|NP_001006977.1| SVERMIAILTENYGGKW---------PFWLSPRQVMVVPVGPTCDEYAQKVRQEFHDAKFMVDIDLDPGCTLNKKIRNAQLAQYNFILVVGEKEKASGTVNIRTRD----NKVHGERTVGETVERLQQLKQLRSKQAEEEF---------   695
gi|38202255|ref|NP_689508.3| SVERMIAILTENYGGKW---------PFWLSPRQVMVVPVGPTCDEYAQKVRQQFHDAKFMADIDLDPGCTLNKKIRNAQLAQYNFILVVGEKEKISGTVNIRTRD----NKVHGERTISETIERLQQLKEFRSKQAEEEF---------   723
gi|114600742|ref|XP_001153971.1| SVERMIAILTENYGGKW---------PFWLSPRQVMVVPVGPTCDEYAQKVRQQFHDAKFMADIDLDPGCTLNKKIRNAQLAQYNFILVVGEKEKISGTVNIRTRD----NKVHGERTISETIERLQQLKEFRSKQAEEEF---------   723
gi|73954351|ref|XP_536509.2| SVERMIAILTENYGGKWWFKASSGTMPFWLSPRQVMVVPVGPTCDEYAQKVRQQFHDAKFMVDIDLDPGCTLNKKIRNAQLAQYNFILVIGEKEKASGTVNIRTRD----NKVHGERTILETIERLQQLKQSRSKQAEEEF---------   789
gi|77735697|ref|NP_001029542.1| SVERMIAILTENYGGKW---------PFWLSPRQVMVVPVGPTCDEYAQKVRQQFHNAKFMVDIDLDPGCTLNKKIRNAQLAQYNFILVVGEKEKTSGTVNIRTRD----NKVHGERTISETIERLQQLKHSRSKQAEEEF---------   723
gi|71895375|ref|NP_001026618.1| SVERMIAILTENYGGKW---------PLWLSPQQVMVVPVGPTCDEYAQKVRQQFHDAGLMADIDVDPGCTLNKKIRNAQLAQYNFILVVGEKEKASGTVNIRTRD----NKVHGERTIADTVKRLLELKCSRSKQAEEEF---------   711
gi|54400362|ref|NP_001005932.1| SVERMIAILTENYGGKW---------PLWLSPRQVMVVPIGPTCDEYAQRVQKEFHKVGLMTDVDLDPGCTLNKKIRNAQLAQYNFILVVGEKEKSSDTVNVRTRD----NKVHGERSLTDCMERLKQLKASRTRNAEEEF---------   624
gi|71984184|ref|NP_001022033.1| SVERMTAILTESYGGKW---------PFWLSPRQCKIITVHESVRDYANDVKKQIFEAGFEIEYEENCGDTMNKQVRKAQLAQFNFILVIGAKEKENGTVNVRTRD----NAVRGEVALDKLISKFRRFADEYVADTEKSEEWA------   725
gi|124804231|ref|XP_001347941.1| SVERFVAILIEHTAGKL---------PFWLSPRQAIVLPIGDKYNDYANYVYETLHNNMFDVDLDTS-VNTLNKKIREAQLKQFNYILVVGEKELTTNTVTLRDRDD---QNNQHVYTIQELINKFNKLLDVNSKKFNQIKEFNSNQTI-  1013
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