Striatin

Homo sapiens:

>sp|043815|STRN_HUMAN Striatin OS=Homo sapiens OX=9606 GN=STRN PE=1 SvV=4
MDEQAGPGVFFSNNHPGAGGAKGLGPLAE GDG RAQYSLPGILHFLOHEW
ARFEVERAQWEVERAELQAQTAFLQGERKGQENLKKDLVRRIKMLEYALKQERAKYHKLK
YGTELNQGDMKPPSYDSDEGNETEVQPQONSQLMWKQGRQLLRQYLQEVGYTDTILDVKS
KRVRALLGFSSDVTDREDDKNQDSVVNGTEAEVKETAMI AKSELTDSASVLDNFKFLESA
AADFSDEDEDDDVDGREKSVIDTSTIVRKKALPDSGEDRDTKEALKEFDFLVTSEEGDNE
SREBEDEEHEKEDQCLMPEAWNYDQGY I TKLKEQYKKERKGKKGVKRPNRSKLQDMLAN
LRDVDELPSLQPSVGSPSRPSSSRLPEHEINRADEVEALTFPPSSGKSFIMGADEALESE
LGLGELAGLTVANEADSLTYDIANNKDALRKTWNPKFTLRSHFDGIRALAFHPIEPVLIT
ASEDHTLKMWNLQKTAPAKKSTSLDVEPIYTFRAHKGPVLCVVMSSNGEQCYSGGTDGLL
QGWNTTNPNIDPYDSYDPSVLRGPLLGHTDAVWGLAYSAAHQRLLSCSADGTLRLWNTTE
VAPALSVENDTKELGIPASVDLVSSDPSHMVASFSKGYTSIFNMETQQRILTLESNVDTT
ANSSCQINRVISHPTLPISITAHEDRHIKFYDNNTGKLIHSMVAHLEAVTSLAVDPNGLY
LMSGSHDCSIRLWNLESKTCIQEFTAHRKKFEES IHDVAFHPSKCY IASAGADALAKVEV

Pongo abelii:

>XP_002812184.3 striatin isoform X1 [Pongo abelii]
MDEQAGPGVFFSNNHPGAGGAKGLGPLAE. GDG: RAQYSLPGILHFLQHEWARFEVERAQW
EVERAELQAQIAFLQGERKGQENLKKDLVRRIKMLEYALKQERAKYHKLKYGTELNQGDMKPPSYDSDEG
NETEVQPQONSQLMWKQGROLLRQYLQEVGYTDTILDVKSKRVRALLGESSDVTDREDDKNQDSVVNGTE
AEVKETAMIGKSELTDSASVLDNFKFLESAAADFSDEDEDDDVDGREKSVIDTSTIVRKKALPDSGEDRD
TKEALKEFDFLVTSEEGDNESRERGDEEDWEKEDQCLMPEAWNVDQGY I TKLKEQYKKERKGKKGVKREN
RSKLQDMLANLRDVDELPSLQPSVGSPSRPSSSRLPEHEINRADEVEALTFPPSSGKSFIMGADEALESE
LGLGELAGLTVANEADSLTYDIANNKDALRKTWNPKFTLRSHFDGIRALAFHPIEPVLITASEDHTLKMW
NLOKTAPAKKSTSLDVEPIYTFRAHKGPVLCVVMSSNGEQCYSGGTDGLIQGWNTTNPNIDPYDSYDPSV
LRGPLLGHTDAVWGLAYSAAHQRLLSCSADGTLRLWNTTEVAPALSVFNDTKELGI PASVDLVSSDPSHM
VASFSKGYTSIFNMETQORILTLESNVDTTANSSCQINRVISHPTLPISITAHEDRHIKFYDNNTGKLIH
SMVAHLEAVTSLAVDPNGLYLMSGSHDCS IRLWNLESKTCIQEFTAHRKKFEES THDVAFHPSKCY TASA
GADALAKVEV

Mus musculus:

>NP_035630.2 striatin [Mus musculus]

MDEQAGPGVFFSNNHPGAGGAKGLGPLAE. GDG RAQYSLPGILHFLOHEWARFEVERAQW
EVERAELQAQIAFLQGERKGQENLKKDLVRRIKMLEYALKQERAKYHKLKYGTELNQGDMKPPSYDSDEG
NETEVQPQONSQLMWKQGROLLRQYLQEVGYTDTILDVKSKRVRALLGESSDVTDREDDKNQDSVINGTE
AEVKETAMIGKSELTDSASVLDNFKFLESAAADVSDEDEDEDTDGRAKSVIDTSTIVRKKALPDTSEDRD
TKEALKEFDFLVTSEEGDNESRERGDEEDWEKEDQCLT PEAWNVDQGY I SKLKEQYKKERKGKKGVKREN
RSKLQDMLANLRDVDELPSLQPSVGSPSRPSSSRLPEQELSRADEVEALTFPPSSGKSFIMGADEALESE
LGLGELAGLTVANEADSLAYDIANNKDALRKTWNPKFTLRSHFDGIRALAFHPIEPVLITASEDHTLKMW
NLOKTAPAKKSTSLDVEPIYTFRAHKGPVLCVVMSSNGEQCYSGGTDGRIQSWSTTNPNVDPYDAYDPSY
LRGPLLGHTDAVWGLAYSAAHQRLLSCSADGTLRLWNTTEVAPALSVFNDNQELGI PASVDLVSSDPSHM
VASFSKGYTSIFNMETQQRVLTLESNVDSTSSSSCQINRVISHPTLPISITAHEDRHIKFYDNNTGKLIH
SMVAHLEAVTSLAVDPNGLYLMSGSHDCS IRLWNLESKTCIQEFTAHRKKFEES THDVAFHPSKCY TASA
GADALAKVEV

Gallus gallus:

>XP_040524727.1 striatin isoform X3 [Gallus gallus]
MDEQAGPGVFFSNNNNNNALLLPPPTGGPGLEPGE. GAAAPVSASRAQYSV
PGILHFLQHEWGRFEAERAEWEAERAELQAQTAFLQGERKGOENLKKDLVRRTKMLEYALKQERAKYHKL
KYGTELNQGDMKPPNYDSDEGNETEIQPOONSQLIWKOGRQLLROYLQEVGYTDTILDVKSKQVRALLGL
SSDASEKENRNQEPMVNGTEGQIKENAMIGKPELTDSASLLETFKFLENAAADFSDEEDEEDIEGREKT T
IDTATIVRKRVLSDSSEDRDTEEALKEFDFLVTSDEGDGE SRESEDEEBWEKEDQCLMPEAWNVDOGVIT
KLKEQYKKERKGKKGVKRPNRSKLODMLANLRDVDDLPSLQPSVAPSSRPSSSRLIEHEINRTDEVEALT
FPPSSGKSFIMGTDETLENELGLGELAGLTVANEADSLTYDIGNNTDALRKTWNPKETLRSHFDGIRGLA
FHPIEPVLITASEDHTLKMWNLQKTAPAKKSASLDVEPIYTFRAHSGPVLCVVMSSNGEQCYSGGTDGLI
HGWNTTNPNIDPYDSYDPSVLRGAFVGHTDAVWGLVYSGTHORLLSCSADGTVRLWKATEVAPALNVFND
NQEMGIPSSVDLVSSDPSLMVASFNTGHTSIFNMETRORILTLESGVDNTVSTSCQINRVISHPTLPIST
TAHEDRHIKFYDNNTGKLIHSMVAHLDAVTSLAVDPNGLYLMSGSHDCSIRLWNLESKTCIQEFTAHRKK
FDESIHDVAFHPSKCY IASAGADALAKVEY

Xenopus laevis:

>XP_041418671.1 striatin isoform X1 [Xenopus laevis]
MDEQAGPGVFFNNNNNSLLSAGTGP! KGFE. DAASV RAQYSIPGILHFLOHEWA
RFEVERAQWEVERAEMQAQIAFLQGERKGQENLKKDLVRRIKMLEYALKQERAKYHKLKYGTELNQGDMK
PPNYDSDEANENEIQPPQONSOF IWKQSROLLRQYLOEVGY TDTILDVKSKRVRSLLGLSADSSDRLTDT
NQDSMVNGTETELPNPLVLGKPDMTDSASVLETFKFLENAAAEFSDEEDEEENESRDKT I IDSATIVRRR
IIPDSNDDTEEALKEFDFLGSDDSEGGESREAGDEIEWEKEDQCPI TESWNVDOGY I TKLKEQYKKERKG
KKGVKRPNRSKLQDMLANLREVDELPSLOPSVVSSSRPASSRISEQEINRADEVEALTFPPSSGKSFIMG
ADEALENELGLGELAGLTVANEADSLTYDIANNKDALRKTWNPKFTLRSHFDGIRGLAFHPSEPVLITAS
EDHTLKMWNLOKTAPAKKSTSLDIEPIYTFRAHRGPVLCVVMSTNGEQCYSGGTDGVIQSWNTPNSNVDP
YDSYDPTVLRGAYEGHTDAVWGLVYSAVHQRLLSAAADGT IRIWNATEVS PALSIFNENQELGIPSSVDL
VSCDPAHLVASFNNGHTNIFNMETHQKVLTLESCIDTAVNSTCQINRVISHPTLPISITAHEDRHIKFYD
NNTGKLIHSMVAHLDAVTSLAVDPNGLYLMSGSHDCS IRLWNLESKTC IQEFTAHRKKSDES THDVAFHP
SKCYIASAGADALAKVEV

Salmo salar:

>XP_045558221.1 striatin-like isoform X1 [Salmo salar]
MDEQAGPGVFFNNNNS I LAGGGKVLLPEGDAGEAARAPYST PGI LHFLQHEWARFEVERAQWEVORAELQ
AQTAFLQGERKGOENLKKDLVRRIKMLEYALKQERAKYHKLKYGTELNOGDMKPPSYDSDEVNENETTGS
LNNQLSWKQGRQLLROYLQEVGYTDTILDVKSQRVKTLLAMAGDGGGRPGERTGSETPLVNGTDTVPKGT
GTGGRKTEVSESSAVLDTFRFYCDEDDDEDGAGLDRT IMEQTGPTGTMVRKKPPSSSSPALSLSMDTSED
PDAEDALKGFDFLSSPDNMDTS PESRERGDEEDWEKEEQS AMSEAWDVDOGL I TKLKEE YRKERKGKKGG
KRPNRSKLQDMLANLRDQEDMS PREPSSSPQARSNAPRLNEQHQDNRTDEVEALTFPPSSGKAFIMGPDE
NMEAELGLGELAGLTVANEADSLAYDMSNNKDALRRTWNPKFTLRSHFDGIRGLAFHPVEPVLVTASEDH
TLKMWNLQKTAPAKKSASVDMEPMY TFRAHOGAVLCVVMSSTGEQCFSGGVDGTIQSWNTPNPNLDPYDS
YEPTVLRGALCGHTDLVWGLVYSGVHQRLLSCSGDGTVRLWDASNTKPALATFONKEFGVPSSVDLVCSD
PAHMVTSFTSGQIGLFNMETQOLVLSLESAAETGTPCQINKVLSHPTLPITITAEEDRHIKFFDNNTGKL
THSMVAHLDAVTSLAVDPNGLYLMSGSHDCSTRLWNLETKTCIQEFTAHRKKNDES THDVAFHPSKAYTA
SAGADALAKVEV



Petromyzon marinus:

>XP_032803414.1 striatin-3-like isoform X1 [Petromyzon marinus]
MDEHPALQVGS PGLKOLOQQPSGGSGQ0O000000000LLOOOLOMHOOQ0GGEGGSESGRPHY SMPGILH
YIQHEWARFEMERASWDMERAELQARIAFLQGERKGQENLKKDLVRRIKMLEYALKQERAKYHKLKYGTE
LNQGDMKPPTFDAEETNDTDTPVVTSNSQLTWRQGROLLRQYLOEVGY TDTILDVRSQRVRSLLGLSGPP
DQNGAPDAKNIEQILNGRDIMSIKPKEDDAKRNGDKSRSEPLVPSVVDTFQFLQEEEDSDDGEDDDDDDE
SVGLVDERDRPRASKKAKIGNEGLAADLADDPDTEEALKEFDFLVTTEDGEGAGEARSSEDEHEWDKEEL
SPSGEEWDIDHGLITKLKEQYKKERKNKKGAKRPNRSALQODMLANLREVDELS PLAASSPPRQPEERAAP
LPHDNARSDEGESPFPRGTGKMFISGPEEAMDTTGLGELADLTVTNDADSPSYDIGANKDAFRKTWNPKE
TLRSHFDGVRALAFHPSEHVLVTASEDHTLKLWNLQKTISGKKTASLDVEPTYTFRAHTGPVLSLAISTS
GEQCFSGGTDASIRCWNMPSPNIDPYDTFEASVLGQTLLGHSDAVWGLAYSSLRRRLLSCSADGTVRLWD
PSCODSPPCLNTYNPDKEHGI PVSVDFVSDASHLVATFGGGDTLVFDMETAKPYVITLESRIETDTPLGNQ
INRVVSHPTLPITVTAHEDRHIKFFDNNTGKOVHSMVAHLDAVTCLAVDPNGLYLMSGSHDCSIRLWNLE
SKTCVQEITAHRKKFDEATHDVAFHPSKAFIASAGADALAKVEV

Branchiostoma belcheri:

>XP_019631056.1 PREDICTED: striatin-3-like [Branchiostoma belcheri]
MDDGSTGNPHAVPPGSNQPGMIPNKPQTLODEQSQQTKYSIPGILHFIQHEWARFEMERAHWEVERAELQ
ARIAFLQGERKGQENLKRDLVRRIKMLEYALKQERAKYHKLKYGTELNQGEMRPPTPPSDEERETDSPLS
ONSQVTWRQGRQLLRQYLQEIGYSDTILDVRSNRVRTLLGLTPNESTKQDGEAGEVLVNGEQEREARRDA
DRRPVEKKRAGIPEIDSEASVLATFDFLSSEAVDDEDEENLSDGEEDGGAADDE SEEREQRRRREKGKKA
LVOMMENESLAGMEDVLADPETEEALAEFDFLVSEAGEGAGEAKSTDGAEWGLDKSPTTEEWAMDKNLLN
KLKEEFKKERKSKKGAKRPNRSTLQAMLANLGGDDDIVMPASGPPRSAINNPDLGPLDEPRKEGGPEEQV
LGVGGPEEESLEAALGLGDLAGLTVTNEAEPLQYDVAATKEAFRKTWNPKYTLRSHFDAVRALAFHPIEP
VLITASEDHTLKMWNLOQKTVPAKKSASLDVEPIYTFRAHSGPVTCLCVSSNGDQCYSGSTDSTIRCWNIP
SPNIDPYDAFDPTVLGQALVGHTDAIWGVTIHSVKQQLLSCSADGTVRLWSLONKSPLLNTYTAEKDDGA
PTSVDFVRCELSQMVAAYSSSVAVLYDLETAQPVAKLDARQGSDSGVSSQINRVVAHPTLPITITAHEDR
HIKFFDNNSGKMVNTMVAHLDAVTSLAVDPNGLYLLSGSHDCSIRLWNLDSKTCVQEITSHRKKFDESIF
DVAFHPSKPYIASAGADALAKVEV

Drosophila melanogaster:

>NP_609177.1 connector of kinase to AP-1, isoform A [Drosophila melanogaster]
MGTNSGATAGINNKPVGGATGAGVLVGGGVGGANSSIGGVLSNSLGGGGSGGLS I SGLNAGGONANVGGM
GNVGGDDGGNGMVGGGVNNQQATTPQYTIPGILHFIQHEWSRFELERSQWDVDRAELQARIAMLLGERKC
LESLKSDLTRRIKMLEYALRQERAKFYRLKYGTDPPQLNEFKPSNEDAGLAGEVATDSEVPYSSVSNTTW
RQGRQMLRQYLAEIGYTDNIIDVRSNRVRSILGLNNNAEHDGSGGGLGGGLGGGTGGENLSPNINGNESN
KRASETEGRHTPAKKVQQSIDEIIVDTEAAVMANFEFLGATEMSDDDEISDDLEMVATDNDDTDVKLAKR
AKSGKDMLTEEVDGSLGLGELAQLTVNNESDGAYDANSKDGTGGSAGGAGYRKTWNAKY TLRSHFDGVRS
LIFHPEEPVLITASEDHTLKLWNLQKTVQAKKSASLDVEPLYTFRAHTGPVLCLGMSSSGETCYSGGLDG
NIECWQLPSPNIDPYDCYDPNVHSGTLEGHTDAVWGLTTMQSNIVSCSADGTVKLWSPYNKEPLLRTYTA
SEAEGVPSSVDFVRNEVDHIVVAYNSAHCIVYDTETGKQVVRLEAAQEMSGNTGKFINKVVSHPTLPITI
TAHEDRHIRFWDNTSGTLVHSMVAHLEPVTSLAVDAHGLYLLSGSHDCSIRLWNLDNKTCVQEITAHRKK
FDESIFDVAFHATKPYIASAGADGLAKVEV

Hydra wvulgaris:

>NP_001296588.1 striatin-3-like [Hydra vulgaris]
MEIDAKIINGVNKSNGNVESSSNPMVYSIPGILHYIQHEWARFEIERAHWEVERAELOARTAFLOGERKG
QENLKRDLIRRIKMLEFALRKERQKFHKLKYGTELKLPDIKDDEDHDLANNE I ISNKNHDLVENYKQGRQ
LLRQYLQEIGFTDKVLEMRSARIRSLLGITTDDLPTEDASTKSKKNEKRQEDFTVSLNQEQNCFDNPVDT
DSTEVIEDSVTKNSLESKKVEHETGDTFVLKDFDFLGNEELNVDEASNIQNEEQDDWSNVDSEKLONKIK
QFKNETKDRGKKKRPNKDVMKNMLOTFNAGEEEILPPPPQASTPSVPRVSGGVVDDEIPVIGDTVLPSSG
YSPRQVKLVAVNHSGVSDVTEVAMGLGDLADLSVSNELGNLDSKDDMRKTWGPKY TLRSHFDGVRSLCFH
PYEAALITGSEDHTLKLWSLQKNVQGKRGNISDLEPVYTFRGHSDGVLCCAINSNGTVCYSGGLDFKIQC
WNLPSLNIDLFGPYDPNVLGDALIGHSDSVWDLAYHIDTDFLLSCSADGTCKLWNPSIKSPLLETYKSPE
SGTPTSVSFVCTDTGOVAASYTSESCVVYDIETAKPIVTFSPEKTYGLSQINKVISHPTHPILITAHEDR
HVRFFDLSSGKEVHSMVAHLDAVTSLSIDPSGLY ILSGSHDGS IRLWSMENKTCIQE I TAHRKKFDEAVE
DVAFHPSQPYIASAGADALAKVEV

Nematostella vectensis:

>XP_032221713.1 striatin [Nematostella vectensis]
MYSIDMDSDSSGKLPQSSQNIENDSGTKFTIPGILHFIQHEWARFEMERAHWEVERAELQARIAFLQGER
KGQENLKHDLIRRIKMLEFALKQERAKYHRLKYGTDLGQERS PPKEQEQKEEHPNEVTGS SNKPSMNWRQ
GRQLLRQYLQEVGYTDAILDVRSSRVRSILGLSAAEPLAPAQMNGTSPRKPDDGPEFIREPSPQSREPVS
VRQQAPSSHDVVAPNPIRRAPPHIPPIGKKPADEDFESEAAVMANFDFLENDIEDEEENEDEVDDGGSAD
DEDDERDVLKTERRIIKKPKTDSNEDLSPEEEEALDEFKFVMGDDDDMDSDSTVIEVPTGKDLDEVNIHM
PDGEEGMAEQDHLHPDGTPKDEWDVDPSMLAKLKEQYKKERKSKKNVKRPPRSALQVMIANLGGDEEMPP
QPQOSTPAPATTGPSPVRLVGSRAMSEIPPPIGSVKIPTKTEAAPAASSPPKNEPFEDALGLGELAELTVN
NEAEALSYEINKKDEFRKTWNPKFTLRSHFDSIRSVYFHPQEAAVITASEDHTMKLWNLQKTVPQKKSNT
LDVEPIYTFRGHSAAVLSVVISSTSDMCFSGGADGTILCWNIPSLDLDPYGPYSPNVTGALLEVHTDAVW
GLAVQTNSLQLLSCSSDGTCRLWNPTLKSPLLNTFILDKESSCTPTSIDFLRMDTSQMVASYSSARAATF
DLETAEAVVNLDSAKTYNNSPSTQINKVVSHPTLPVTITAHEDRHIRFFDNNTGKQIHSMVAHLDAVTSL
AVDPNGLYLLSGSHDCSIRLWNLDSKTCVQEITSHRKKFDESIYDVAFHPTKPY IASAGADGLAKVEV

Amphimedon queenslandica:

>XP_019858798.1 PREDICTED: striatin-3-like isoform X1 [Amphimedon queenslandical]
MSIEEAAPVTRPFMMGPNGPSGPIPSDPGQPOAGYSVPGVLQFIKQEFGRFERERASWEVERAELQGKIA
FLQGERKGHDNLMRDLVRRIKMLEFALKQERNKVYKLTHGTDSGLSLKPPQLDTETNPVTEESSLPSLVN
QKESRQILRDYLREVGFPDNVLEARVARLNLYRTLMSSSTNQNEPPLPPPAVEAPSETYSPKPPHPPESS
TGGGSDIVPNGTDMQEQIGGRRDTEAESEDDAVKQVONTFDFLSNEDSDDEDEETEWQQVATKDLFQGLE
NTTEPAGLDKGAIMDGDFVYEDRYSSKSDNPPDLPIGEEDNEWEFKRQVERYQEYKRSNKSKNISSRPPR
EQLRQLQQYANTNQPAEEMS SVMGLMGMPVRGHHDLEGVRVSPHRIPDERPEVSLGIGELVSTANPSDFT
MNPSTSGSSKRWEHKYTMRNHYDAVTCVQFHPMDDMLVTGSEDATIKLWSIPKSSQKKSAIIDVEPAFTF
RGHTGPVLSLAVSSDGEVVYSGSADGQLRMWQTPNDLSDPFDIYDLDIQKGVLEGHTDAIWGLVENQSNG
LLASASADGHCILWDPVNSSQIKSIVSEEALGSPTSIDFLHGESIVVSYSTAKVVVYDVETGKPVVTLDS
ALTYNGTPTTQINKVLSHPTLPIVITAHEDKYICFFDSKSGQVTHSMTAHMDAVTGLAIDPHGLYILSGS
HDGSLRFWSMETKTCVQEITAHRKRFDESIYNVTCHLTKPFFASAGADGIAKVLL
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DSKDDMRKTWGPKYTLRSHFDGVRSLCFHPYEAALITGSEDH
ESDGA-YDANSKDGTGGSAGGAGYRKTWNAKYTLRSHFDGVRSLIFHPEEPVLITASEDH
EAEALSYEIN----—-——~ KKDEFRKTWNPKFTLRSHFDSIRSVYFHPQEAAVITASEDH

EAEPLQYDVA- ATKEAFRKTWNPKYTLRSHEDAVRALAFHPIEPVLITASEDH
DADSPSYDIG- ANKDAFRKTWNPKFTLRSHFDGVRALAFHPSEHVLVTASEDH
EADSLAYDMS— NNKDALRRTWNPKFTLRSHFDGIRGLAFHPVEPVLVTASEDH
EADSLTYDIA- NNKDALRKTWNPKFTLRSHFDGIRGLAFHPSEPVLITASEDH
EADSLTYDIG- NNTDALRKTWNPKFTLRSHFDGIRGLAFHPIEPVLITASEDH
EADSLAYDIA- NNKDALRKTWNPKFTLRSHFDGIRALAFHPIEPVLITASEDH
EADSLTYDIA- NNKDALRKTWNPKFTLRSHFDGIRALAFHPIEPVLITASEDH

EADSLTYDIA- NNKDALRKTWNPKFTLRSHFDGIRALAFHPIEPVLITASEDH
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TIKLWSIPKSS-QKKSAIIDVEPAFTFRGHTGPVLSLAVSSDGEVVYSGSADGQLRMWQT
TLKLWSLQKNVQGKRGNISDLEPVYTFRGHSDGVLCCAINSNGTVCYSGGLDFKIQCWNL
TLKLWNLQKTVQAKKSASLDVEPLYTFRAHTGPVLCLGMSSSGETCYSGGLDGNIECWQL
TMKLWNLQKTVPQKKSNILDVEPIYTFRGHSAAVLSVVISSTSDMCFSGGADGTILCWNI
TLKMWNLQKTVPAKKSASLDVEPIYTFRAHSGPVTCLCVSSNGDQCYSGSTDSTIRCWNI
TLKLWNLQKTISGKKTASLDVEPIYTFRAHTGPVLSLAISTSGEQCFSGGTDASIRCWNM
TLKMWNLQKTAPAKKSASVDMEPMY TFRAHQGAVLCVVMSSTGEQCFSGGVDGTIQSWNT
TLKMWNLQKTAPAKKSTSLDIEPIYTFRAHRGPVLCVVMSTNGEQCYSGGTDGVIQSWNT
TLKMWNLQKTAPAKKSASLDVEPIYTFRAHSGPVLCVVMSSNGEQCYSGGTDGLIHGWNT
TLKMWNLQKTAPAKKSTSLDVEPIYTFRAHKGPVLCVVMSSNGEQCYSGGTDGRIQSWST
TLKMWNLQKTAPAKKSTSLDVEPIYTFRAHKGPVLCVVMSSNGEQCYSGGTDGLIQGWNT
TLKMWNLQKTAPAKKSTSLDVEPIYTFRAHKGPVLCVVMSSNGEQCYSGGTDGLIQGWNT
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LLRTYTASEAE-GVPSSVDEVRNEVDHIVVAYNSAHCIVYDTETGKQVVRLEAAQEMSGN
LLNTFILDKESSCTPTSIDFLRMDTSQMVASYSSARAAIFDLETAEAVVNLDSAKTYNNS
LLNTYTAEKDD-GAPTSVDFVRCELSQMVAAYSSSVAVLYDLETAQPVAKLDARQGSDSG
CLNTYNPDKEH-GIPVSVDFVS-DASHLVATFGGGDTLVFDMETAKPVITLESRIETDTP
ALATFQ-NKEF-GVPSSVDLVCSDPAHMVTSFTSGQIGLFNMETQQLVLSLESAAE--TG
ALSIFNENQEL-GIPSSVDLVSCDPAHLVASFNNGHTNIFNMETHQKVLTLESCIDTAVN
ALNVFNDNQEM-GIPSSVDLVSSDPSLMVASFNTGHTSIFNMETRQRILTLESGVDNTVS
ALSVFNDNQEL-GIPASVDLVSSDPSHMVASFSKGYTSIFNMETQORVLTLESNVDSTSS
ALSVFNDTKEL-GIPASVDLVSSDPSHMVASFSKGYTSIFNMETQQRILTLESNVDTTAN
ALSVFNDTKEL-GIPASVDLVSSDPSHMVASFSKGYTSIFNMETQQORILTLESNVDTTAN
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PTTQINKVLSHPTLPIVITAHEDKYICFFDSKSGQVTHSMTAHMDAVTGLAIDPHGLYIL
~LSQINKVISHPTHPILITAHEDRHVRFFDLSSGKEVHSMVAHLDAVTSLSIDPSGLYIL
TGKFINKVVSHPTLPITITAHEDRHIREWDNTSGTLVHSMVAHLEPVTSLAVDAHGLYLL
PSTQINKVVSHPTLPVTITAHEDRHIRFFDNNTGKQIHSMVAHLDAVTSLAVDPNGLYLL
VSSQINRVVAHPTLPITITAHEDRHIKFFDNNSGKMVNTMVAHLDAVTSLAVDPNGLYLL
LGNQINRVVSHPTLPITVTAHEDRHIKFFDNNTGKQVHSMVAHLDAVTCLAVDPNGLYLM
TPCQINKVLSHPTLPITITAEEDRHIKFFDNNTGKLIHSMVAHLDAVTSLAVDPNGLYLM
STCQINRVISHPTLPISITAHEDRHIKFYDNNTGKLIHSMVAHLDAVTSLAVDPNGLYLM
TSCQINRVISHPTLPISITAHEDRHIKFYDNNTGKLIHSMVAHLDAVTSLAVDPNGLYLM
SSCQINRVISHPTLPISITAHEDRHIKFYDNNTGKLIHSMVAHLEAVTSLAVDPNGLYLM
SSCQINRVISHPTLPISITAHEDRHIKFYDNNTGKLIHSMVAHLEAVTSLAVDPNGLYLM
SSCQINRVISHPTLPISITAHEDRHIKFYDNNTGKLIHSMVAHLEAVTSLAVDPNGLYLM

Ak ikgiRkE Ky gkk kkpoi o kik ok Dik kKo Rk kpik kxkg:

SGSHDGSLRFWSMETKTCVQEITAHRKRFDESIYNVTCHLTKPFFASAGADGIAKVLL 755
SGSHDGSIRLWSMENKTCIQEITAHRKKFDEAVEDVAFHPSQPYIASAGADALAKVEV 724
SGSHDCSIRLWNLDNKTCVQEITAHRKKFDESIFDVAFHATKPYIASAGADGLAKVEV 730
SGSHDCSIRLWNLDSKTCVQEITSHRKKFDESIYDVAFHPTKPYIASAGADGLAKVEV 838
SGSHDCSIRLWNLDSKTCVQEITSHRKKFDESIFDVAFHPSKPYIASAGADALAKVEV 794
SGSHDCSIRLWNLESKTCVQEITAHRKKFDEATHDVAFHPSKAFIASAGADALAKVFV 814
SGSHDCSIRLWNLETKTCIQEFTAHRKKNDESIHDVAFHPSKAYIASAGADALAKVEV 782
SGSHDCSIRLWNLESKTCIQEFTAHRKKSDESIHDVAFHPSKCYIASAGADALAKVEFV 788
SGSHDCSIRLWNLESKTCIQEFTAHRKKFDESIHDVAFHPSKCYIASAGADALAKVEV 800
SGSHDCSIRLWNLESKTCIQEFTAHRKKFEESIHDVAFHPSKCYIASAGADALAKVEV 780
SGSHDCSIRLWNLESKTCIQEFTAHRKKFEESIHDVAFHPSKCYIASAGADALAKVEV 780
SGSHDCSIRLWNLESKTCIQEFTAHRKKFEESIHDVAFHPSKCYIASAGADALAKVEV 780
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