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gi|50307053|ref|XP_453504.1| ---------------------------------------------MSGRIKPLDVSVVNKIAAGEIVIAPVNALKEMMENSIDAKATMVDILVKDGGIKLLQITDNGCGIDKDDLPILCERFTTSKLEVFEDLSKIETFGFRGEALASIS   150
gi|45198322|ref|NP_985351.1| -MGISDAQRIPDFHHVRVTEKHSAALILNATTSYLQRCVPQYRMHLPSRIKALEASVVNKIAAGEIIISPVNALKEMMENSIDAGATNVDILVKDGGIKMLQISDNGCGIMKDDLPILCERFTTSKLKSFEDLSRIQTYGFRGEALASIS   150
gi|6323819|ref|NP_013890.1| ---------------------------------------------MSLRIKALDASVVNKIAAGEIIISPVNALKEMMENSIDANATMIDILVKEGGIKVLQITDNGSGINKADLPILCERFTTSKLQKFEDLSQIQTYGFRGEALASIS   150
gi|145612427|ref|XP_367196.2| ---------------------------------------------------------------------------------------------------MLQITDNGCGIEKEDLPILCERFTTSKLQTFEDLSSIATYGFRGEALASIS   150
gi|32417074|ref|XP_329015.1| -------------------MADAMAIDGPRGEKRKASVLGDDSGHAPRRIRPLDPDVVNKIAAGEIIVAPVHALKELMENAVDAGSTSLEIVVKDGGLKLLQITDNGCGIDKQDLPILCERFTTSKLQKFEDLQSISTYGFRGEALASIS   150
gi|19112991|ref|NP_596199.1| -----------------------------------------MDVNSRAKIRPLDQLVINKIAAGEIIERPENAIKELIENSLDAGSTSIDVLLKDGGLKLLQITDNGSGIQYDDLPYLCQRFSTSKIDNFNDLQHLQTFGFRGEALASIS   150
gi|19387852|ref|NP_081086.1| ------------------------------------------MAFVAGVIRRLDETVVNRIAAGEVIQRPANAIKEMIENCLDAKSTNIQVVVKEGGLKLIQIQDNGTGIRKEDLDIVCERFTTSKLQTFEDLASISTYGFRGEALASIS   150
gi|13591989|ref|NP_112315.1| ------------------------------------------MSFVAGVIRRLDETVVNRIAAGEVIQRPANAIKEMTENCLDAKSTNIQVIVREGGLKLIQIQDNGTGIRKEDLDIVCERFTTSKLQTFEDLAMISTYGFRGEALASIS   150
gi|4557757|ref|NP_000240.1| ------------------------------------------MSFVAGVIRRLDETVVNRIAAGEVIQRPANAIKEMIENCLDAKSTSIQVIVKEGGLKLIQIQDNGTGIRKEDLDIVCERFTTSKLQSFEDLASISTYGFRGEALASIS   150
gi|114585960|ref|XP_001170433.1| ------------------------------------------MSFVAGVIRRLDETVVNRIAAGEVIQRPANAIKEMIENCLDAKSTSIQVIVKEGGLKLIQIQDNGTGIRKEDLDIVCERFTTSKLQSFEDLASISTYGFRGEALASIS   150
gi|73989704|ref|XP_534219.2| ------------------------------------------MSLVAGVIRRLDETVVNRIAAGEVIQRPANAIKEMIENCLDAKSTSIQVVVKEGGLKLIQIQDNGTGIRKEDLDIVCERFTTSKLQSFEDLASISTYGFRGEALASIS   150
gi|194677180|ref|XP_001790604.1| ------------------------------------------MSLVAGVIRRLDETVVNRIAAGEVIQRPANAIKEMIENCLDAKSTSIQVVVKEGGLKLIQIQDNGTGIRKEDLEIVCERFTTSKLQSFEDLAHISTYGFRGEALASIS   150
gi|50732924|ref|XP_418828.1| ------------------------------------------MALVAGVIRRLDEAVVNRIAAGEVIQRPANAIKEMIENCLDAKSTSIQVVVKEGGLKLIQVQDNGCGIRKEDLHIVCERFTTSKLQKFEDLASISTYGFRGEALASIS   150
gi|41054934|ref|NP_956953.1| ---------------------------------------------MAGVIRRLDETVVNRIAAGEIIQRPANAIKEMMENCLDAKSTNIQITVKEGGLKLILIQDNGTGIRKDDMEIVCERFTTSKLKSFDDLSSIATYGFRGEALASIS   150
gi|158300415|ref|XP_320342.4| --------------------------------------------MDPGVIRKLDEVVVNRIAAGEIIQRPANALKEMIENSLDAKATSITITVKAGGLRSLQIQDNGTGIRREDLGIVCERFTTSKLQSFDDLSSISTYGFRGEALASIS   150
gi|17136968|ref|NP_477022.1| ----------------------------------------MAEYLQPGVIRKLDEVVVNRIAAGEIIQRPANALKELLENSLDAQSTHIQVQVKAGGLKLLQIQDNGTGIRREDLAIVCERFTTSKLTRFEDLSQIATFGFRGEALASIS   150
gi|124803939|ref|XP_001347855.1| MINEDINICGNINMKDNDRDNDNNDKYNDKYNNNNNDNILMNDSNGDRRIIKLAEEDINRIAAGEVIIRPCNALKELVENSLDANSSSISIHLNKGGLKSLQIIDDGDGIHKEDLRIVCERFTTSKISNHKDIRNIKTFGFRGEALASIS   150
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gi|50307053|ref|XP_453504.1| HIARVTVTTKTEKDQCAWKASFSEGKILGQ-------PKPVAGKTGTIITVEDLFYNIPSRLKALRSPGEEFNKILDVIGRYSINNNNVGFSCKKFGDSKVALMIKAD------------------------------------------   300
gi|45198322|ref|NP_985351.1| HIARLHVVTKTKENQCAWKAVYENGVMVGE-------PKPTAGKDGTTILVQDLFYNVPSRLRALRSPSEEFAKIVDVVGKYAIHSDGVGFSCKKFGETQYALNVRGT------------------------------------------   300
gi|6323819|ref|NP_013890.1| HVARVTVTTKVKEDRCAWRVSYAEGKMLES-------PKPVAGKDGTTILVEDLFFNIPSRLRALRSHNDEYSKILDVVGRYAIHSKDIGFSCKKFGDSNYSLSVKPS------------------------------------------   300
gi|145612427|ref|XP_367196.2| YIAHLTVTTKTKDSSCAWRAYYEGGKLAPTKPGQPADPKPVAGRQGTQITVEDLFYNVPSRRRAFRSFSDEYNKIIDMVGRYAVHCKGVAFSCKKHGESTTSIAVQAG------------------------------------------   300
gi|32417074|ref|XP_329015.1| HIAHLTVTTKTQESNCAWRAHYGSGKLVPAKPGQSPDPKPVAGRQGTQITVEDLFYNIPTRRRAFRSTSDEYNKIIDMVGRYAVHCSHVAFSCKKYGESSTSIAIQAN------------------------------------------   300
gi|19112991|ref|NP_596199.1| HVAKVTVVTKLSSDIHAWKAFYVDGALAPISPGMSPAPQPCAGKQGTVITAEDLFYNVRSRKSALKNGSEEFRRIMILVQKYAIHNDQVSFNCKKVGDTVASLSLSSR------------------------------------------   300
gi|19387852|ref|NP_081086.1| HVAHVTITTKTADGKCAYRASYSDGKLQAP-------PKPCAGNQGTLITVEDLFYNIITRRKALKNPSEEYGKILEVVGRYSIHNSGISISVKKQGETVSDVRTLPN------------------------------------------   300
gi|13591989|ref|NP_112315.1| HVAHVTITTKTADGKCAYRASYSDGKLQAP-------PKPCAGNQGTLITVEDLFYNIITRKKALKNPSEEYGKILEVVGRYSIHNSGISFSVKKQGETVSDVRTLPN------------------------------------------   300
gi|4557757|ref|NP_000240.1| HVAHVTITTKTADGKCAYRASYSDGKLKAP-------PKPCAGNQGTQITVEDLFYNIATRRKALKNPSEEYGKILEVVGRYSVHNAGISFSVKKQGETVADVRTLPN------------------------------------------   300
gi|114585960|ref|XP_001170433.1| HVAHVTITTKTADGKCAYRASYSDGKLKAP-------PKPCAGNQGTQITVEDLFYNIATRRKALKNPSEEYGKILEVVGRYSIHNAGISFSVKKQGETVADVRTLPN------------------------------------------   300
gi|73989704|ref|XP_534219.2| HVAHVTITTKTAEAKCAYRATYSDGKLKAP-------PKPCAGNQGTQITVEDLFYNISTRRKALKNPSEEYGKILEVVGRYSIHNSGISFSVKKQGETVADVRTLPN------------------------------------------   300
gi|194677180|ref|XP_001790604.1| HVAHVTITTKTADGKCAYRAHYSDGKLKAP-------PKPCAGNQGTQITVEDLFYNISTRRKALKNPSEEYGKILEVVGRYAVHNSGIGFSVKKQGETVADVRTLPN------------------------------------------   300
gi|50732924|ref|XP_418828.1| HVAHVTVTTKTADAKCAYRASYSDGKIKAP-------PKPCAGNQGTQIMVEDLFYNVNTRRKALKNPSEEYAKILEVVGRYAIHNSGISFSVKKQGDTVSDVRTLSN------------------------------------------   300
gi|41054934|ref|NP_956953.1| HVAHVTITTKTADAKCAYRANYCDGKLKSP-------PKPCAGNQGTLISVEDLFYNVSTRRKALKSPSEEYSRIVEVVSRYAIHNSGKSFSVKKQGEMVADVKTLPN------------------------------------------   300
gi|158300415|ref|XP_320342.4| HVAHLTIVTKTKHEKCAYKACYEDGKLKGD-------IKPIAGNQGTQITVDELFYNVPMRKQALKTPNEEFQRISDVVSKYAVHNPHACFILKKFGETAT-IRTQAK------------------------------------------   300
gi|17136968|ref|NP_477022.1| HVAHLSIQTKTAKEKCGYKATYADGKLQGQ-------PKPCAGNQGTIICIEDLFYNMPQRRQALRSPAEEFQRLSEVLARYAVHNPRVGFTLRKQGDAQPALRTPVA------------------------------------------   300
gi|124803939|ref|XP_001347855.1| HVSYLTITSKKRNSPFCYTCNYKDGKPTQD------EPTVCSGKNGTIIRFDDLFYNMPARLKTMN-PNDEYNKCLEVLQKYAIHYPNVSFTCKKWLSNTVDLNTQKVGKGIGGYAGIYIIKKKRKERFDENNTTDGNLPCDNNMTCNNL   300
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gi|50307053|ref|XP_453504.1| --------------------------------------------------------------------------------------------------------------LSTKDRVRIVFGANVSTNLMELNIDITDDVQRNGLLSASG   450
gi|45198322|ref|NP_985351.1| --------------------------------------------------------------------------------------------------------------SSKSDKIRAVFGAPVVANLVEV--DISADP-EHGLTSSSG   450
gi|6323819|ref|NP_013890.1| --------------------------------------------------------------------------------------------------------------YTVQDRIRTVFNKSVASNLITFHISKVEDL---NLESVDG   450
gi|145612427|ref|XP_367196.2| --------------------------------------------------------------------------------------------------------------ATVSDRIRQIYGSSVANELIDFSTSDTRWG-----FKASG   450
gi|32417074|ref|XP_329015.1| --------------------------------------------------------------------------------------------------------------ASSTDRIRQIYGGSVANELIEYSTSDDRWG-----FKAQG   450
gi|19112991|ref|NP_596199.1| --------------------------------------------------------------------------------------------------------------LSKADKIRHIYGPRVASHLRDFSLGEGQSS--IVGFSANG   450
gi|19387852|ref|NP_081086.1| --------------------------------------------------------------------------------------------------------------ATTVDNIRSIFGNAVSRELIEVGCEDKTLA-----FKMNG   450
gi|13591989|ref|NP_112315.1| --------------------------------------------------------------------------------------------------------------ATTVDNIRSIFGNAVSRELIEVGCEDKTLA-----FKMNG   450
gi|4557757|ref|NP_000240.1| --------------------------------------------------------------------------------------------------------------ASTVDNIRSIFGNAVSRELIEIGCEDKTLA-----FKMNG   450
gi|114585960|ref|XP_001170433.1| --------------------------------------------------------------------------------------------------------------ASTVDNIRSIFGNAVSRELIEIGCEDKTLA-----FKMNG   450
gi|73989704|ref|XP_534219.2| --------------------------------------------------------------------------------------------------------------ATTVDNIRSIFGNAVSRELIEVGCEDKTLA-----FKMNG   450
gi|194677180|ref|XP_001790604.1| --------------------------------------------------------------------------------------------------------------ATTVDNIRSIFGNAVSRELIEVECEDKTLA-----FKMNG   450
gi|50732924|ref|XP_418828.1| --------------------------------------------------------------------------------------------------------------ATTVDNIRSIFGNAVSRELIEVGCEDANLA-----FKMKG   450
gi|41054934|ref|NP_956953.1| --------------------------------------------------------------------------------------------------------------ASVLDNIRVVFGVAVSRELIEVECEDQKFA-----FKVKG   450
gi|158300415|ref|XP_320342.4| --------------------------------------------------------------------------------------------------------------TTVAHNIGAIYGAGIGKALVPIELRDEVMQ-----LTVEG   450
gi|17136968|ref|NP_477022.1| --------------------------------------------------------------------------------------------------------------SSRSENIRIIYGAAISKELLEFSHRDEVYK-----FEAEC   450
gi|124803939|ref|XP_001347855.1| PHDNNITCNNLPHDNNITCNNIPHDNNITCNNLPHDNNITCNNLQHDNNITCNNLPHDNNITCNNLPCDNNHTDKEATDNPDASSCMYNELEKKILEEEKYLDENYEKHLNNVRCVIQKVYGRNISKELSTIFLKEKSIP---TFFKCYG   450
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gi|50307053|ref|XP_453504.1| FVTNLDFTNKKPIPPAFFINGRLVSCDPMRRSFYQIYSNFLPKGNKPFIYFSLTIKPQNVDVNIHPTKREVRFLNEEEIIDRLAILLQDKLASIDTSRTFKTASSVSN------PYQVQLIGSSNE-----------SQDSPSTNL-KMK   600
gi|45198322|ref|NP_985351.1| QITTPDFNNKKSIPAVFFINNRLVSCDPLRRALSQVYSNFLPKGNKPFIYMSLHITPENVDVNVHPTKREVRFLYEEELIERIGNLLHERLSQLDTSRTFKPGSLTPG------KHSSTVSSAFRQ-----------SATPASTQP-KAK   600
gi|6323819|ref|NP_013890.1| KVCNLNFISKKSISPIFFINNRLVTCDLLRRALNSVYSNYLPKGNRPFIYLGIVIDPAAVDVNVHPTKREVRFLSQDEIIEKIANQLHAELSAIDTSRTFKASSISTNKPESLIPFNDTIESDRNRKSLRQAQVVENSYTTANSQLRKAK   600
gi|145612427|ref|XP_367196.2| WCTNANHSVKKTT-LLLFINNRCVESTNVKKSLEQTYAAFLPKNGHPFLYLSLEIDPQRVDVNVHPTKREVNFLNENEIIQAICENLRTRLAAVDTSRTFRTQTLLPA-------QDISTVGLTTPTNPRRDARAATASSAAKKLHTPAR   600
gi|32417074|ref|XP_329015.1| LATNANYSLKKTT-LLLFINHRCVESSNIRKAVEQTYASFLPKNGHPFVYLSLEIAPERVDVNVHPTKREVNFLNEHEIIQAICEHIRSKLAAVDTSRTFLTQTLLPG-------GTWSASDQQASSS----TPSKTSGAASGARKTPAR   600
gi|19112991|ref|NP_596199.1| FISNADFQDKKSN-LILFINNRLVESVELRHALEETYAKYLHKGASYFVYLSLNMSPEQLDVNVHPSKRIVHFLYDQEIATSICDKLGEILERTDTERSYPLQAMIPS-----------ISN---------------TKNAESSSQKAVR   600
gi|19387852|ref|NP_081086.1| YISNANYSVKKCI-FLLFINHRLVESAALRKAIETVYAAYLPKNTHPFLYLSLEISPQNVDVNVHPTKHEVHFLHEESILQRVQQHIESKLLGSNSSRMYFTQTLLPG-----------LAGPSGEAA-----RPTTGVASSSTSGSGDK   600
gi|13591989|ref|NP_112315.1| YISNANYSVKKCI-FLLFINHRLVESAALKKAIEAVYAAYLPKNTHPFLYLILEISPQNVDVNVHPTKHEVHFLHEESILERVQQHIESKLLGSNSSRMYFTQTLLPG-----------LAGPSGEAV-----KSTTGIASSSTSGSGDK   600
gi|4557757|ref|NP_000240.1| YISNANYSVKKCI-FLLFINHRLVESTSLRKAIETVYAAYLPKNTHPFLYLSLEISPQNVDVNVHPTKHEVHFLHEESILERVQQHIESKLLGSNSSRMYFTQTLLPG-----------LAGPSGEMV-----KSTTSLTSSSTSGSSDK   600
gi|114585960|ref|XP_001170433.1| YISNANYSVKKCI-FLLFINHRLVESTSLRKAIETVYAAYLPKNTHPFLYLSLEISPQNVDVNVHPTKHEVHFLHEESILERVQQHIESKLLGSNSSRMYFTQTLLPG-----------LAGPSGEMV-----KSTTSLTSSSTSGSSDK   600
gi|73989704|ref|XP_534219.2| YISNANYSVKKCI-FLLFINHRLVESTSLRKAIETVYAAYLPKNTHPFLYLSLEISPQNVDVNVHPTKHEVHFLHEDSILERVQQHIESKLLGSNSSRMYFTQTLLPG-----------LAGPSGEVV-----KSTTGATPSST-GSGDK   600
gi|194677180|ref|XP_001790604.1| YISNANYSVKKCI-FLLFINHRLVESASLRKAIETVYAAYLPKSTHPFLYLSLEISPQNVDVNVHPTKHEVHFLHEDSILERLQQHIESRLLGSNASRTYFTQTLLPG-----------LPGPSGEAV-----KSTASVTSSSTAGSGDR   600
gi|50732924|ref|XP_418828.1| YITNANYSVKKCI-FLLFINHRLVESTALRKAIETVYAAYLPKSTHPFLYLSLEIAPKNVDVNVHPTKHEVHFLHEDSILERVQQHVESKLLGSNSSRMYFTQTLLPG-----------AECSSSEVV-----KS-AASSSTAAKGTSDK   600
gi|41054934|ref|NP_956953.1| YISNANYSVKKCI-LILFINHRLVESSALKKAIETVYTAYLPKNTHPFLYLSLEIAPQNIDVNVHPTKHEVHFLHEDSIIESIQKHIENKLLGSNSSRTYFTQTLLPG-----------LSASAS-----------VAKASSSSADPQER   600
gi|158300415|ref|XP_320342.4| YVTNVNFSLKKGI-SLMFINHRAVECSALKKAIDAIYAVYLPKGSAPFVYLSLELNPQNVDVNVHPTKHEVHFLHEEEIVEKVKLLVERALLGGNAARS-YTQALLPG-----------ATQPLD---------SSKVNESMVGGGDEKP   600
gi|17136968|ref|NP_477022.1| LITQVNYSAKKCQ-MLLFINQRLVESTALRTSVDSIYATYLPRGHHPFVYMSLTLPPQNLDVNVHPTKHEVHFLYQEEIVDSIKQQVEARLLGSNATRTFYKQLRLPG-----------AP----------------DLDETQLADKTQR   600
gi|124803939|ref|XP_001347855.1| LISNPTYNGKKGC-YIFFINDRLVESNIIKKSCENQYSNFLAKGNYPWIYLSLRLKYDIVDINVHPTKKEVHFLYQEEISMLIGKKIQEFLKSFHNMRTFNITGEKLLQT-----KLDINSSMLEIKKEDKELSKLRQGLLHDNNNVIKR   600
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gi|50307053|ref|XP_453504.1| RQENKLVRIDSSQVKITNYLRSTK---------------FEFGASKNKTKKMNIEKIADDNDTTLQNDGM--EIENDIEASYGDETSTQH---------------------TTLRNNTYYIVPKQRVQVNLTSIKKLKQAVDEQSHSELT   750
gi|45198322|ref|NP_985351.1| RAENMLVRTDGSQAKITNYVRASQ---------------SSTSSSFSTSLRKKSHAAASDELGSIGEDSQ--DTATSMTTSTQEPNHTKSRA------------------ILTLLNNEYEVVQRERTEVNLTSIKTLKQEVDEDMHKELT   750
gi|6323819|ref|NP_013890.1| RQENKLVRIDASQAKITSFLSSSQQFN---------FEGSSTKRQLSEPKVTNVSHSQEAEKLTLNESEQPRDANTINDNDLKDQPKKKQKLG----DYKVPSIADDEKNALPISKDGYIRVPKERVNVNLTSIKKLREKVDDSIHRELT   750
gi|145612427|ref|XP_367196.2| QYENNLVRTDTNARKITSMFAPVA----------------GSSRSAAAATVTTPASTTQAAAASLAAPEA----------------------------------------------IEYETLERGVVPIKLASVKELRSAVREDMHHGLT   750
gi|32417074|ref|XP_329015.1| N-ESSLVRTDTNMRKITSMLPPAS----------------TMAAGSRGDEIPSTSGVKATINGTNMDVEM----------------------------------------------IKYETVEREATACRLISVRELRAEVREEMHHELT   750
gi|19112991|ref|NP_596199.1| TYENYLVRTDPRERSIKSMLSDNFLQ--------------RSSNNYDNEIIEKVDSANSNKNATNDIKDL-----------------------------------------------QTEEIVEEGNSIDLESIKSLQKQVINSMHVLAT   750
gi|19387852|ref|NP_081086.1| VYAYQMVRTDSRDQKLDAFLQPVSSLVPSQPQDPAPVRGARTEGSPERATREDEEMLALPAPAEAAAESENLERESLMETSDTAQKAAPTSSP-GSSRKRHREDSDVEMVENASGKEMTAACYPRRRIINLTSVLSLQEEISERCHETLR   750
gi|13591989|ref|NP_112315.1| VHAYQMVRTDSRDQKLDAFMQPVSRRLPSQPQD--PVPGNRTEGSPEKAMQKDQEISELPAPMEAAADSASLERESVIGASEVVAPQRHPSSP-GSSRKRHPEDSDVEMMENDSRKEMTAACYPRRRIINLTSVLSLQEEINDRGHETLR   750
gi|4557757|ref|NP_000240.1| VYAHQMVRTDSREQKLDAFLQPLSKPLSSQPQA--IVTEDKTDISSGRARQQDEEMLELPAPAEVAAKNQSLEGDTTKGTSEMSEKRGPTSS---NPRKRHREDSDVEMVEDDSRKEMTAACTPRRRIINLTSVLSLQEEINEQGHEVLR   750
gi|114585960|ref|XP_001170433.1| VYAHQMVRTDSREQKLDAFLQPLSKPLSSQPQA--IVTEDKTDISSGRARQQDEEMLELPAPAEVTAKNQSLEGDTTKGTSEMSEKRGPTSS---NPRKRHREDSDVEMVEDDSRKEMTAACTPRRRIINLTSVLSLQEEINERGHEVLR   750
gi|73989704|ref|XP_534219.2| VYAHQMVRTDSREQKLDAFLQPMSKALSSQLQA--VVPEDRTDVSSGRTGQQDEEMFELPEPDQVAATNQGMEEETTEGTSETSEKKGPPSSP-GNPRKRPRESSDVEMVEDDSRKDMTAACTPRRRIINLTSVLSLQEEINERGHETLR   750
gi|194677180|ref|XP_001790604.1| VYAHQMVRTDCREQKLDAFLQPVSKALSSQPQA--VVPEHRTDASSSGTRQQDEEMLELPAPAAVAAKSQALEDDATMRAADLAEKRGPSSSP-ENPRKRPREDSDVEMVEDASRKEMTAACTPRRRIINLTSVLSLQEEINERGHETLR   750
gi|50732924|ref|XP_418828.1| VYAHQMVRTDSREQKLDAFLQPVNNPLSAGPTE--ETTGDKVGPPEGTVRPQDAEMEDVSELLETADLIEMADVQQDAVMPGGPSKSGHLSPEKALPRKRPREDTDIQMEED-NRKEMTAACTPKRRIINLTSVLTLQEEISNQSHESLQ   750
gi|41054934|ref|NP_956953.1| VYAHQMVRTDSKAQKLDAFLQPSASSSSSAAQR-----KTEKTSSTSTAVQDSVELDDAELLTAADVEPCGGEDPQTDAQPPGDEAP---------PRKRP--------HVEEVKEDLTAASLPRRRIVKLTSIKGLRDQIELQTHKGLQ   750
gi|158300415|ref|XP_320342.4| RLDYKFVRTSHSEQKLEKFFN---------------ISGSGAGISAGG-----------GDPMKEEPQDEVVEPKLTQPSP---------------SRKKK----------------------VVKRETRLHSIHTLRQQVESDGDENLR   750
gi|17136968|ref|NP_477022.1| IYPKEMVRTDSTEQKLDKFLAP--------------LVKSDSGVSSSS----------------SQEASRLPEESFRVTAAK------------------------------------------KSREVRLSSVLDMRKRVERQCSVQLR   750
gi|124803939|ref|XP_001347855.1| QIDTKRVRTDFKQITLTNYFVKKENMIDDHLDNNKSVDMLYNGDHNGDAKQIDLYEHNDEYNKTYDQTNIRANLHMNYNNNNNKIEEKEYEIL----KLKGPNSVLYNTQIDKHISNKIYDRKYPCEADEISSIKKLKMICEEKEKKELT   750
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gi|50307053|ref|XP_453504.1| NIFANLTYVGIVDETRRLASIQCDLKLFLVDYGSICNELFYQIGLSDFSNFGKIMLFDEDETEAGFNITK--------------ILENIDTLRIET-IQEIIEKLTSMKEMMNEYFSIEIETN--DGGWNKARIKSIPLLLKDYNPPLSK   900
gi|45198322|ref|NP_985351.1| SVFADMTYVGVVDATRRLASIQHGLKLFLVDYGSLCNELFYQIGLTDFANFGKIYIQDEVENREGLAIYQ--------------LLSKIDNASQSN-ILEITQQLWDMREMLENYYSIEICGD--ETDLTNVRIKSVPLLLKDYVPPLSK   900
gi|6323819|ref|NP_013890.1| DIFANLNYVGVVDEERRLAAIQHDLKLFLIDYGSVCYELFYQIGLTDFANFGKINLQSTNVS-DDIVLYN--------------LLSEFDELNDDASKEKIISKIWDMSSMLNEYYSIELVNDGLDNDLKSVKLKSLPLLLKGYIPSLVK   900
gi|145612427|ref|XP_367196.2| DIFANHTFVGIVDERRRLAAIQGGVKLYLVDYGRASFEYFYQLGLTDFGNMGAICFSPPLDIRELIRVAAEREMSQ------RKDTSDETMVDVDEIVEKITNQLTKFGPMLLEYFNLEVTPTG--------ELVSIPLLVKGYTPPIVK   900
gi|32417074|ref|XP_329015.1| EIFANHTFVGIVDERRRLAAIQGGVKLYLVDYGRVCYEYFYQLGLTDFGNFGTIRFDPPLDLRELLSMAAESERTATADATGRVDKDGDDEMDVSEIVELVADQLVERREMLLEYFSFEISPAG--------ELLSIPLLIKGYTPSMAK   900
gi|19112991|ref|NP_596199.1| NILTEHKYVGLVCPTRRIAAVQHNIGLYVVDYGKLSYHLFYQICLTEFGNYGEFVLETPLSISDLFEIVN----------------GDEDKSESEK----FTRLLVSRRDMLKDYFSISVTSGG--------LLTAVPMLSPKYHPPFEQ   900
gi|19387852|ref|NP_081086.1| EMLRNHSFVGCVNPQW--ALAQHQTKLYLLNTTKLSEELFYQILIYDFANFGVLRLSEPAPLFDLAMLALDSPESG----------WTEDDGPKEGLAEYIVEFLKKKAEMLADYFSVEIDEEG--------NLIGLPLLIDSYVPPLEG   900
gi|13591989|ref|NP_112315.1| EMLRNHTFVGCVNPQW--ALAQHQTKLYLLNTTKLSEELFYQILIYDFANFGVLRLPEPAPLFDFAMLALDSPESG----------WTEEDGPKEGLAEYIVEFLKKKAKMLADYFSVEIDEEG--------NLIGLPLLIDSYVPPLEG   900
gi|4557757|ref|NP_000240.1| EMLHNHSFVGCVNPQW--ALAQHQTKLYLLNTTKLSEELFYQILIYDFANFGVLRLSEPAPLFDLAMLALDSPESG----------WTEEDGPKEGLAEYIVEFLKKKAEMLADYFSLEIDEEG--------NLIGLPLLIDNYVPPLEG   900
gi|114585960|ref|XP_001170433.1| EMLHNHSFVGCVNPQW--ALAQHQTKLYLLNTTKLSEELFYQILIYDFANFGVLRLSEPAPLFDLAMLALDSPESG----------WTEEDGPKEGLAEYIVEFLKKKAEMLADYFSLEIDEEG--------NLIGLPLLIDNYVPPLEG   900
gi|73989704|ref|XP_534219.2| EMLHNHSFVGCVNPQW--ALAQHQTKLYLLNTTKLSEELFYQILIYDFANFGVLRLSEPAPLFELAMLALDSPESG----------WTEEDGPKEGLAEYIVEFLKKKAEMLADYFSLEIDEEG--------NLIGLPLLIDNYVPPLEG   900
gi|194677180|ref|XP_001790604.1| EMLHNHSFVGCVNPQW--ALAQHQTKLYLLNTTRLSEELFYQILVYDFANFGVLRLSEPAPLFDLAMLALDSPESG----------WTEEDGPKEGLAEYIVEFLKKKAEMLADYFSLEIDEEG--------NLVGLPLLIDNYVPPLEG   900
gi|50732924|ref|XP_418828.1| EMLRDHSFVGCVSPQW--ALVQHRTKLYLLNTTKLSQELFYQILIYDFANFGVLRLSEPAPLYELAMLALEDPESG----------WTEEDGPKEGLAEYIVEFLKKKTEMLKDYFSLEIDEEG--------NLTGLPLLIDNYIPLLEG   900
gi|41054934|ref|NP_956953.1| ELLQNHSFVGSVSPQW--TLVQHQTKLYLLNTTKLSQELFYQILIYDFGNFGVLRLSNPAPLYDLAMLALDSEESG----------WTEEDGPKEGLAQYIVDFLKQKAEMLEEYFSLEIDAEG--------NLTGLPMLLDNYTPAMEG   900
gi|158300415|ref|XP_320342.4| KIFRELTYVGTIDREQ--VLIQYDTKMYLSKVQSIAEELFYQLLLFNFGNFERLTLSEPLDLKRLVHAGLDDPASG----------YTEEDGPADELADVIVQKLVSKAPVLREYYNLSIREDG--------CLESLPKLLDNYIPSLVF   900
gi|17136968|ref|NP_477022.1| STLKNLVYVGCVDERR--ALFQHETRLYMCNTRSFSEELFYQRMIYEFQNCSEITISPPLPLKELLILSLESEAAG----------WTPEDGDKAELADGAADILLKKAPIMREYFGLRISEDG--------MLESLPSLLHQHRPCVAH   900
gi|124803939|ref|XP_001347855.1| ECLKNSIYVGPVDNMH--SLIQYKEKLLLIKMPLIIKEVTYQSILNRLGKIPPFEFDPPIPLYDLLLVAVNNSYSG------FYENPNYANKNIEKVCNELEQIFYTYNEMYSDYFSIIIEDGC---------IVTFPACCGEYFPGQEF   900
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gi|50307053|ref|XP_453504.1| LPFFLYRLGTQ-VNWEDEMECLDGILRQLALFYIPPIIEKIHENDP------------------------------------------------EHLSSTYAAEMNELTDTMDHVVFPVIKR--RLLAPKILLKD--VVEVANLPGLYKV  1050
gi|45198322|ref|NP_985351.1| LPFFLYRMGTK-VDWSSEKECLEGILRQLALFYIPEIIEHVDINDDT---------------------------------------------IDGDVRAYYISKAEHIGTVLEQVVFPTIKR--RLLASTRLLKD--IVEVANLPGLYKV  1050
gi|6323819|ref|NP_013890.1| LPFFIYRLGKE-VDWEDEQECLDGILREIALLYIPDMVPKVDTSDAS---------------------------------------------LSEDEKAQFINRKEHISSLLEHVLFPCIKR--RFLAPRHILKD--VVEIANLPDLYKV  1050
gi|145612427|ref|XP_367196.2| LPQFLFRLGPHNVDWTDEKACFESILRELASFYVPEQLPPTASIQDKGADENEAGDSSQPSPSPDEESEIP---------------------GTKAVDQTLETRRREVRWAVEHIIFPAFKA--RLVATNTLMKSG-VLEVANLKGLYRV  1050
gi|32417074|ref|XP_329015.1| LPRFLLELGPR-VDWSEEKACFEGFLKELAIFYVPERLPATIGTDDLSSVQG----------------------------------------GDKDVDVETVARRHHVRFALEHYLFPAFKS--RLVATKSLMQTG-ILEVANLKGLYRV  1050
gi|19112991|ref|NP_596199.1| LPLLISSLTPKFFDWLDEKSCLNGIMKAIAKFYVPLPLSYEE---------------------------------------------------------SDVKSIRSLESCLEDYLFPEFRR--RVICPKKVFEEKCIYQITSLPRLYNV  1050
gi|19387852|ref|NP_081086.1| LPIFILRLATE-VNWDEEKECFESLSKECAMFYSIRKQYILEESTLSG-----------------------------------------------QQSDMPGSTSKPWKWTVEHIIYKAFRS--HLLPPKHFTEDGNVLQLANLPDLYKV  1050
gi|13591989|ref|NP_112315.1| LPIFILRLATE-VNWDEE-ECFESLSKECAVFYSIRKQYILEESALSG-----------------------------------------------QQSDMPGSPSKPWKWTVEHIIYKAFRS--HLLPPKHFTEDGNVLQLANLPDLCKV  1050
gi|4557757|ref|NP_000240.1| LPIFILRLATE-VNWDEEKECFESLSKECAMFYSIRKQYISEESTLSG-----------------------------------------------QQSEVPGSIPNSWKWTVEHIVYKALRS--HILPPKHFTEDGNILQLANLPDLYKV  1050
gi|114585960|ref|XP_001170433.1| LPIFILRLATE-VNWDEEKECFESLSKECAMFYSIRKQYISEESTLSG-----------------------------------------------QQSEVPGSIPNSWKWTVEHIVYKALRS--HILPPKHFTEDGNILQLANLPDLYKV  1050
gi|73989704|ref|XP_534219.2| LPIFILRLATE-VNWDEEKECFESLSKECAMFYSIRKQYISEESTLSG-----------------------------------------------QQSEVCGSSANPWKWTVEHIVYKAFRS--HLLPPKHFTEDGNILQLANLPDLYKV  1050
gi|194677180|ref|XP_001790604.1| LPIFILRLATE-VNWDEEKECFESLSKECAMFYSIRKQYVSAESTLSG-----------------------------------------------QQSEVPGSTANPWKWTVEHVIYKAFRS--HLLPPKHFTEDGNILQLANLPDLYKV  1050
gi|50732924|ref|XP_418828.1| LPMFILRLATE-VNWDEEKECFETLSKELSMFYSIRKQYIIDETNLTR-----------------------------------------------SQNEDSDSGPPPWKWTVEHVVYKAFRT--HLLPPKHFTDDGNILQLANLPDLYKV  1050
gi|41054934|ref|NP_956953.1| LPMFILRLATE-VNWDKEKECFREFSVECSHFYSIRKSYTLEADADEP-----------------------------------------------QDAEMS------WQWKVEHVLFKALRS--LFSPAKHLSEDGSVLQIASLPDLYKV  1050
gi|158300415|ref|XP_320342.4| LPMYVIRLATD-VEWEEEQECFRTFSRETAHFFSR--------IALTK-----------------------------------------------PEKE--------YRWELEHVLYPAVRN--YLIPPKEMAKNGSLLQLASLPELYRV  1050
gi|17136968|ref|NP_477022.1| LPVYLLRLATE-VDWEQETRCFETFCRETARFYAQLDWREGATAGFS-------------------------------------------------------------RWTMEHVLFPAFKK--YLLPPPRIKD--QIYELTNLPTLYKV  1050
gi|124803939|ref|XP_001347855.1| LPFLFLRLATQ-IDYSKEINCINGICYLLANFYSKITLLNDKEWTYQDDLLMIQEKEKEIQMLLNKSNKHINNSNHHNQHYDETNLDYILGDESVVDINKHLSVSRNINLVFEKYFFPMIQLNNIMKIPTTFSNNGYIIELTSLNQLYKI  1050
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gi|50307053|ref|XP_453504.1| FERC  1054
gi|45198322|ref|NP_985351.1| FERC  1054
gi|6323819|ref|NP_013890.1| FERC  1054
gi|145612427|ref|XP_367196.2| FERC  1054
gi|32417074|ref|XP_329015.1| FERC  1054
gi|19112991|ref|NP_596199.1| FERC  1054
gi|19387852|ref|NP_081086.1| FERC  1054
gi|13591989|ref|NP_112315.1| FERC  1054
gi|4557757|ref|NP_000240.1| FERC  1054
gi|114585960|ref|XP_001170433.1| FERC  1054
gi|73989704|ref|XP_534219.2| FERC  1054
gi|194677180|ref|XP_001790604.1| FERC  1054
gi|50732924|ref|XP_418828.1| FERC  1054
gi|41054934|ref|NP_956953.1| FERC  1054
gi|158300415|ref|XP_320342.4| FERC  1054
gi|17136968|ref|NP_477022.1| FERC  1054
gi|124803939|ref|XP_001347855.1| FERC  1054
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