>HsIKKa_RefSeq_NP_001269.3

MERPPGLRPGAGGPWEMRERLGTGGFGNVCLYQHRELDLKIAIKSCRLELSTKNRERWCHEIQIMKKLNHANVVKACDVPEELNILIHDVPLLAMEYCSGGDLRKLLNKPENCCGLKESQILSLLSDIGSGIRYLHENKIIHRDLKPENIVLQDVGGKIIHKIIDLGYAKDVDQGSLCTSFVGTLQYLAPELFENKPYTATVDYWSFGTMVFECIAGYRPFLHHLQPFTWHEKIKKKDPKCIFACEEMSGEVRFSSHLPQPNSLCSLVVEPMENWLQLMLNWDPQQRGGPVDLTLKQPRCFVLMDHILNLKIVHILNMTSAKIISFLLPPDESLHSLQSRIERETGINTGSQELLSETGISLDPRKPASQCVLDGVRGCDSYMVYLFDKSKTVYEGPFASRSLSDCVNYIVQDSKIQLPIIQLRKVWAEAVHYVSGLKEDYSRLFQGQRAAMLSLLRYNANLTKMKNTLISASQQLKAKLEFFHKSIQLDLERYSEQMTYGISSEKMLKAWKEMEEKAIHYAEVGVIGYLEDQIMSLHAEIMELQKSPYGRRQGDLMESLEQRAIDLYKQLKHRPSDHSYSDSTEMVKIIVHTVQSQDRVLKELFGHLSKLLGCKQKIIDLLPKVEVALSNIKEADNTVMFMQGKRQKEIWHLLKIACTQSSARSLVGSSLEGAVTPQTSAWLPPTSAEHDHSLSCVVTPQDGETSAQMIEENLNCLGHLSTIIHEANEEQGNSMMNLDWSWLTE

>MmIKKa_Uniprot_Q60680

MERPPGLRPGAGGPWEMRERLGTGGFGNVSLYQHRELDLKIAIKSCRLELSSKNRERWCHEIQIMKKLDHANVVKACDVPEELNFLINDVPLLAMEYCSGGDLRKLLNKPENCCGLKESQILSLLSDIGSGIRYLHENKIIHRDLKPENIVLQDVGGKTIHKIIDLGYAKDVDQGSLCTSFVGTLQYLAPELFENKPYTATVDYWSFGTMVFECIAGYRPFLHHLQPFTWHEKIKKKDPKCIFACEEMTGEVRFSSHLPQPNSLCSLIVEPMESWLQLMLNWDPQQRGGPIDLTLKQPRCFALMDHILNLKIVHILNMTSAKIISFLLPCDESLHSLQSRIERETGINTGSQELLSETGISLDPRKPASQCVLDGVRGCDSYMVYLFDKSKTVYEGPFASRSLSDCVNYIVQDSKIQLPIIQLRKVWAEAVHYVSGLKEDYSRLFQGQRAAMLSLLRYNANLTKMKNTLISASQQLKAKLEFFRKSIQLDLERYSEQMTYGISSEKMLKAWKEMEEKAIHYSEVGVIGYLEDQIMSLHTEIMELQKSPYGRRQGDLMESLEQRAIDLYKQLKHRPPDHLYSDSTEMVKIIVHTVQSQDRVLKELFGHLSKLLGCKQKIIDLLPKVEVALSNIKEADNTVMFMQGKRQKEIWHLLKIACTQSSARSLVGSSLEGTVTPPVSAWLPPTLADREHPLTCVVTPQDGETLAQMIEENLNCLGHLSTIIREANEDQSSSLMSLDWSWLAE

>DrIKKa_RefSeq_NP_956611.1

MEKPPFRQNQVCGSWVMKERLGTGGFGHVYLYQNQETSEKIAVKLCRLELNSKNKDRWSREIQIMKKLKHLNVVTAKDVPEEMMHIALNDLPLLAMEYCSKGDLRKLLSKPENCCGLKESEVLSLLNDVGSGIQYLHENKIIHRDLKPENIVLQEINGKLVHKIIDLGYAKDLDQGSLCTSFVGTLQYLAPELFEGKSYTVTVDFWSFGTMIFECCCGFRPFLHNLQPVQWTSKVRNKGPKDIMAVEDMNGEVRFSTHLPYPNNLSRTLLEPLEGLLQLMLKWDPVQRGLGLNTDSKQPQCFVLLDQILSMKVVHILNMTTTQVHSFLLSPDEGLHSLQQRIENETKIELLNQDLLQETGVMLDPRKPAAQCVLDGVRGWDSYIVYLFDKSLTKYMGPLTARTLPESVNFIVRETKTQLPLSTLKKVWGEAVSYICGPREDYSRLFQGQRAAMLSLLRFNTNLTRYKNMMFSFSQQLKAKLDFFKTSIQYDLEKYSDQMQYGISSEKMLKAWHENEERAAAFAQVAEIGHLDEEIMALHSEIVELQRSPYARRQGDVMEQLQEKAIELYKQLKAKCKMPDPQHGYSDSSEMVKVIVQTVQNQDRVLRDLYAHLSKIPLSKQKIIDLFPKIERTLECIKEADTTVMQMQIKRQREFWHLLKIACAQNTTRSSVSQSGEMPSSLSTWNQTQAQCSSRLPMSLQVPHEGDSVNHLLEENQRYLTQLTSLLQETTEEKSESIMAQDWSWTKYESLVAKSARL

>FrIKKa1_Ensembl_NEWSINFRUT00000160517

MEKPPFRQNQNCGDWELKERLGMGGFAHVYLYQHRETNEKLAVKMCRLELTPRNKDRWSREIQIMKKLNHINVVTARDVPEEVTHISLNDLPLLAMEYCSRGDLRKMLSKPENCCGLKESEVLSLINDVGSGIQYLHKNKIIHRDLKPENIVLQDISGKLVHKIIDLGYAKDLDQGSLCTSFVGTLQYLAPELFENKPYTVTVDYWSFGTMLFECSCGFRPFLHNLQPVQWASKVRNKGPKDIMAVEELNGEVKFSTQLPYPNNLSRTLLKPMEALLQLMLNWDPVQRGGRVSPESKKPLCFEVLEQILSMKASVHILNMTTAQVHSFQLTADENLHSLQKRIEAETKIDVANQELLQETGVSLDPRKPAAQCVLDGVRGWDSYIVYLFDKSITTYSGPFSARQLSDKVHTIVQDAKKQLPLVVLKKIWGEAVSYICGLKEDYSRLFQGQRAAMLSLLRYNTNLTRCKNNMFGFSQQLKAKLDFFKSSIQYDLEKYSDQMHYGISSEKMLKAWQENEERAAAFAQVAEVNHLDDEILALHSEIVELQRSPYARRQGDKMEQLEEKAIELYKQLKMKCKTPETDMSTDSTEMVKAIIQTVQNQDKVLKDLYTHLSKILISKQKIIDLFPRIEKTLENIKDADTTVMQMQIKRQREFWHLLKIACAQNSSRSSMAASPESSTMLQVSQWSQSAQPVSSPHPLTSLPGPNDSDAAPRLLQENQRYLSQLTSLMQEAADEQSKSIVDQDWSWTKYETLTDK

>FrIKKa2_Ensembl_NEWSINFRUT00000151620

MERFALKQSQLCGSWEMKERLGMGGFGHVYLYQHLESGEKMAVKLCRLELNSKNKERWSREIQIMKKLKHGNVVQAREVPEELTSISLNDLPLLAMEYCSRGDLRKLLNKPENCCGLKESEVFSLLSDIGSGVQYLHDNKIIHRDIKPENIVLQEVDGKLVHKLIDLGYAKDLDQGSLCTSFVGTIQYLAPELFENKPYTVTVDYWSFGTVIFECICGFRPFLHHMQPVQWTSKVKNKGPKDIMATEDMNGEVRFSAHLHYPNNLSRPLLEPVESLLQMLLLWDPAARGGTVDADTNKPYCNTALQNILNLKVIHVLDMTSAQLHSLILGAEENLQSLHLRLEAQTQSHIPPLSQELLLETGVSLDPRRPPSQCLPDGLQGCDSCIVFLFDKSLNKYSGPLTARPLPDSVNFIGTKPSLLLIRMSAFLLMHRGFVISADVVCKFVSVRETKTQLPLTALRKVWGEAVSYICGLKEDYIRLYRGQRAAILSLLRYNTNLTRYKNLLFSHSQQLQAKLAFFKTSIQQDLEQYSKQRQTGICEDCYYQALKHSSTSEDSATDFYSSASEKLLKTWQENQEKADEFMKVADVAHLDEEIVAVHFEIVELQRSPFARRQVDVMEQLEEKAIELYKQLKAKCKNPPHGYSDSSDMLKVILQMVQNQDRVVKDLYTHLSTILVCKRRIVDLFPKLETAVTDIKNAEAGVVQMQMKRQKEFWFLLKIAC

>TnIKKa1_Ensembl_GSTENT00022283001

MEKPPFRQNQNCGDWELKERLGMGGFGHVYLYQHRETNEKLAVKMCRLDLTPKNKDRWSREIQIMKKLNHINVVTARDVPEEMKHISLNDLPLLAMEYCSRGDLRKMLSKPENCCGLKESEVLSLLNDVGSGIQYLHKNKIIHRDLKPENIVLQDISGKLVHKIIDLGYAKDLDQGSLCTSFVGTVQYLAPELFENKPYTVTVDYWSFGTMLFECSCGFRPFLHNLQTSAVRAHQQRLSLADKQASKVRNKGPKDIMAVEELNGEVKFSTQLPYPNNLSRTLLKPMEALLQLMLNWDPVQRGGRVNPETKKPLCFEVLEQILSNISSLFPVWLQVVHILNMTTAQVHSFQLAADENLHSLQKRIEAETKIEVANQELLQETGVSLDPRKPAAQCVLDGVRGWDSYIVYLFDKSITTYSGPFSARQLSDKVHTIGELVFINFRVFSDITHVLYSKILDMQFGFFIKLKLFSCFVLFYYVVQEAKKQLPLEVLKKIWGEAVSYICGLKEDYSRLFQGQRAAMLSLLRYNTNLTRCKNNMFGFSQQLKAKLDFFKSSIQYDLEKYSDQMHYGICECRLAVCFITYTFCTRGCRLLGLMRCLCLSEASEKMLKAWQENEERAAAFAQVAEVNHLDDEILALHSEIVELQRSPYARRQGDKMEQLEEKAIELYKQLKMRCKNTSTDSTEMVKAIIQTVQNQDKVLKDLYTHLSKILISKQKIIDLFPRIEKALENIKDADTTVMQMQTKRQREFWHLLKIACAQNSSRSSIAASPESSTMLQVSQWSQSAQPVSSPHPLTSLPGPNDRWVIAPRLSAALFMTNGLVDVFSDAAPRLLQENQRYLSQLTSLMQEGCGRTVQKHFRGEFKSMRAW

>TnIKKa2_Ensembl_GSTENT00030651001

MERFALKQSQLCGSWEMKERLGMGGFGHVYLYQHLESGEKMAVKLCRLELNSKNRERWSREIQIMKKLKHTNVVQAREVPEELTSISINDLPLLAMEYCSRGDLRKVPSGYFIIENHVVVFSEVASLSFVYSFFQILNKPENCCGLKESEVLSLLSDIGSGVQYLHDNKIIHRDIKPENIVLQENDGKLVHKLIDLGYAKDLDQGSLCTSFVGTLQYLVVRETKTQLPLTALRKVWGEAVSYICGLKEDYIRLYSGQRAAILSLLRYNTNLTRYKNLLFSCSQQLRAKLAFFKTSIQQDLEQYSKQSQSGISSEKLLRTWQENQEKVDEFMKVADVVHLDEEIVAVHFEIVELQRSPFARKQVDVMEQLSVSLELMPTCPSTTTDCLSVFPSEEKAIELYKQLKAKCKSPDPPHGYSDSSDMLKIILQMVQNQDRVVKDLYTHLSTILVCKRRIVDLFPKLETAVTDIKSAETGVMQMQMKRQKEFWFLLKIAC

>HsIKKb_Uniprot_O14920

MSWSPSLTTQTCGAWEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQELSPRNRERWCLEIQIMRRLTHPNVVAARDVPEGMQNLAPNDLPLLAMEYCQGGDLRKYLNQFENCCGLREGAILTLLSDIASALRYLHENRIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELLEQQKYTVTVDYWSFGTLAFECITGFRPFLPNWQPVQWHSKVRQKSEVDIVVSEDLNGTVKFSSSLPYPNNLNSVLAERLEKWLQLMLMWHPRQRGTDPTYGPNGCFKALDDILNLKLVHILNMVTGTIHTYPVTEDESLQSLKARIQQDTGIPEEDQELLQEAGLALIPDKPATQCISDGKLNEGHTLDMDLVFLFDNSKITYETQISPRPQPESVSCILQEPKRNLAFFQLRKVWGQVWHSIQTLKEDCNRLQQGQRAAMMNLLRNNSCLSKMKNSMASMSQQLKAKLDFFKTSIQIDLEKYSEQTEFGITSDKLLLAWREMEQAVELCGRENEVKLLVERMMALQTDIVDLQRSPMGRKQGGTLDDLEEQARELYRRLREKPRDQRTEGDSQEMVRLLLQAIQSFEKKVRVIYTQLSKTVVCKQKALELLPKVEEVVSLMNEDEKTVVRLQEKRQKELWNLLKIACSKVRGPVSGSPDSMNASRLSQPGQLMSQPSTASNSLPEPAKKSEELVAEAHNLCTLLENAIQDTVREQDQSFTALDWSWLQTEEEEHSCLEQAS

>MmIKKb_Uniprot_O88351

MSWSPSLPTQTCGAWEMKERLGTGGFGNVIRWHNQATGEQIAIKQCRQELSPKNRNRWCLEIQIMRRLNHPNVVAARDVPEGMQNLAPNDLPLLAMEYCQGGDLRRYLNQFENCCGLREGAVLTLLSDIASALRYLHENRIIHRDLKPENIVLQQGEKRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELLEQQKYTVTVDYWSFGTLAFECITGFRPFLPNWQPVQWHSKVRQKSEVDIVVSEDLNGAVKFSSSLPFPNNLNSVLAERLEKWLQLMLMWHPRQRGTDPQYGPNGCFRALDDILNLKLVHVLNMVTGTVHTYPVTEDESLQSLKTRIQENTGILETDQELLQKAGLVLLPDKPATQCISDSKTNEGLTLDMDLVFLLDNSKINYETQITPRPPPESVSCILQEPKRNLSFFQLRKVWGQVWHSIQTLKEDCNRLQQGQRAAMMSLLRNNSCLSKMKNAMASTAQQLKAKLDFFKTSIQIDLEKYKEQTEFGITSDKLLLAWREMEQAVEQCGRENDVKHLVERMMALQTDIVDLQRSPMGRKQGGTLDDLEEQARELYRKLREKPRDQRTEGDSQEMVRLLLQAIQSFEKKVRVIYTQLSKTVVCKQKALELLPKVEEVVSLMNEDERTVVRLQEKRQKELWNLLKIACSKVRGPVSGSPDSMNVSRLSHPGQLMSQPSSACDSLPESDKKSEELVAEAHALCSRLESALQDTVKEQDRSFTTLDWSWLQMEDEERCSLEQACD

>DrIKKb_RefSeq_XP_692018.1

MSRPPSMQPQTCGPWELKERLGTGGFGNVTLWQNKETSIQIAIKQCRQELSVKNKGRWSLEIQIMKRLTHMNVVAARDVPEELQKLATNDLPLLAMEFCQGGDLRKYLNLVENCCGMREAAVLTLIQDISSALTYLHGMRIIHRDLKPENIVLQQGEKRLVHKIIDLGYAKELDQSSLCTSFVGTLQYLAPELLEQQKYTVAVDYWSFGTLVFECITGFRPFLPTWQPVQWHSKLQQKHVDDIVVYEDLGGEVRYSKHLPNPHNLNKLLAGELERWLQMMLRWSPKERGKDLKQRNKETPCFCFDELSHILNLKLVHVLNMTSAEIFNYSVQPEDDVASLQERIAQDTGIPPANQELLLEAGLALEPQNSVMQCAIDYSLMDNRRADEPLVFLFDRSCCSYEPQFTPRVLPENIRFVQNEPKRPLPYSSQRRTWGQAWHTIRALKEDWQRLQQGQKVAIMSLLRHNGTLSKQKNEMVSMHQRLKATLDFFGASLHVDISKYQEQRATGIASEKLLSVWREMEQTALDCGQTEDVFKLEEEMMTLQTDIVDLQRQPWRSGEALETLEVKAMELFRKLREKPREQRSMGDCQEVIKLVVQAVQFYERKLRDFYTHLSKTMVCRQRVLALLPRVEGLVSAMARSEKQLLHLQEKRQKELWNLLKVACGDMAVAV

>FrIKKb_Ensembl_NEWSINFRUT00000178898

MNRVPLQQQQSCGLWELKERLGTGGFGNVTRWQNKETEEQIAIKQCRQELSERNKERWCLEIQIIKRLDHVNVVAAREVPEGMQKLMVTNDLPLLAMEYCQGGDLRKYLNLLENCCGMREGSVLILLCDISSALTYLHKKRIIHRDLKPENIVLQQGEKRLIHKIIDLGYAKQLDQSSLCTSFVGTLQYLAPELIERQMYTVTVDYWSFGTLVFECITGFRPFLPSWQPVPWHNKVMLKGDNDIVVYENLTREVHFSKHLPQPNNLNSLLSLKLERWLQLMLKWSPQERGKDPGATPSDCFSQLEVILQLKLVHVLNMMSAKILSYSVSDDETVADLQLRIEKDTEIPVVDQELLLEAGLALEPQALAMQCAIDYSQIDGRRTDLPLVFLFVRSTCSYEPQFAPRTLPENISYVQSDPKIVLAYRPLRRTCGQAWHTIRSLKEDWQRLQQGQKAAIMSLLRHNSSLSKQKNDMVSMYQRLMAKLDFFTTSLHIDMDKYQEQTSTGIVYEKFLGMWRSMEQTAVTCSQARVSELEEEMMQLQPDIVDVQRQPWRSGEALDTLEGKAMELFRKLREKPRGLDVTLTSHSLHEMVLSFETKLGRPLCLHFPFLLLRPEVFRGQPRGGAPGGSSGALL

>TnIKKb_Ensembl_GSTENT00029571001

MNRVPLQQQQQQCCGLWELRERLGNGGFGNVTRWQNKETEEQIAIKQCRQELSERNKERWCLEIEIIKRLDHVNVVAAREVPEGMQKLMAINDLPLLAMEYCQGGDLRKYLNLLENCCGMREGSVLILLCDISSALSYLHKKRIIHRDLKPENIVLQQGEKRLIHKIIDLGYAKQLDHSSLCVSFVGTLQYLAPELIERQKYTVTVDYWSFGTLVFECITGFRPFLPSWQPVPWHHKVRLKGNNDIVVYEDLTGEVHYCKHLPQPNNLNSLLSGKLERWLQLMLKWSPQERGKDPEAAPNDCFSQLRLILQLKLVHVLNMMSAKILSYSVSEDETVADLQLRIEADTNIPVAKQELLLEAGLALEPQAPATQCAINYSEIDGRRTDSPLVFLFVRPPCSYEPQFAPRVLPENIRFVQSDPKHVLAYSPLRRTCGQAWHTIRSLKEDWQRLQQGQKAAIMSLLRHNSSLSKQKNDMVSMYQRLMAKLDFFTTSLHIDMDKYQEQTSTGIVSEKFLGTWRSMEQTAVSCSQAKVKELDEEMMQLQPEIVDVQRQPWRSGEALDTLEGKAMELFRKLREKPRGSDVTRAFHSLHNRVHSRGTKAARPPSLFLFPSFLLLLPRPEVFRGQPGGGAPGGPSSAVLREEAEGFLHTPEVRWDEINQLWEECSRVTQTHL

>HsIKKe_Ensembl_ENST00000367120

MQSTANYLWHTDDLLGQGATASVYKARNKKSGELVAVKVFNTTSYLRPREVQVREFEVLRKLNHQNIVKLFAVEETGGSRQKVLVMEYCSSGSLLSVLESPENAFGLPEDEFLVVLRCVVAGMNHLRENGIVHRDIKPGNIMRLVGEEGQSIYKLTDFGAARELDDDEKFVSVYGTEEYLHPDMYERAVLRKPQQKAFGVTVDLWSIGVTLYHAATGSLPFIPFGGPRRNKEIMYRITTEKPAGAIAGAQRRENGPLEWSYTLPITCQLSLGLQSQLVPILANILEVEQAKCWGFDQFFAETSDILQRVVVHVFSLSQAVLHHIYIHAHNTIAIFQEAVHKQTSVAPRHQEYLFEGHLCVLEPSVSAQHIAHTTASSPLTLFSTAIPKGLAFRDPALDVPKFVPKVDLQADYNTAKGVLGAGYQALRLARALLDGQELMFRGLHWVMEVLQATCRRTLEVARTSLLYLSSSLGTERFSSVAGTPEIQELKAAAELRSRLRTLAEVLSRCSQNITETQESLSSLNRELVKSRDQVHEDRSIQQIQCCLDKMNFIYKQFKKSRMRPGLGYNEEQIHKLDKVNFSHLAKRLLQVFQEECVQKYQASLVTHGKRMRVVHETRNHLRLVGCSVAACNTEAQGVQESLSKLLEELSHQLLQDRAKGAQASPPPIAPYPSPTRKDLLLHMQELCEGMKLLASDLLDNNRIIERLNRVPAPPDV

>MmIKKe_Uniprot_Q9R0T8

MQSTTNYLWHTDDLLGQGATASVYKARNKKSGEVVAVKVFNSASYRRPPEVQVREFEVLRRLNHQNIVKLFAVEETGGSRQKVLIMEYCSSGSLLSVLEDPENTFGLSEEEFLVVLRCVVAGMNHLRENGIVHRDIKPGNIMRLVGEEGQSIYKLSDFGAARKLDDDEKFVSVYGTEEYLHPDMYERAVLRKPQQKAFGVTVDLWSIGVTLYHAATGSLPFIPFGGPRRNKEIMYRITTEKPAGAISGTQKQENGPLEWSYSLPITCRLSMGLQNQLVPILANILEVEEDKCWGFDQFFAETSDILQRTVIHVFSLPQAVLHHVYIHAHNTIAIFLEAVYEQTNVTPKHQEYLFEGHPCVLEPSLSAQHIAHTAASSPLTLFSMSSDTPKGLAFRDPALDVPKFVPKVDLQADYSTAKGVLGAGYQALWLARVLLDGQALMLRGLHWVLEVLQDTCQQTLEVTRTALLYLGSSLGTERFSSGSGMPDVQERKEATELRTRLQTLSEILSKCSHNVTETQRSLSCLGEELLKNRDQIHEDNKSIQKIQCCLDKMHFIYKQFKKSRMRPGLSYNEEQIHKLDKVNFSHLAKRLLQVFQEECVQTYQVSLVTHGKRMRQVQRAQNHLHLIGHSVATCNSEARGAQESLNKIFDQLLLDRASEQGAEVSPQPMAPHPGPDPKDLVFHMQELCNDMKLLAFDLQDNNRLIERLHRVPSAPDV

>DrIKKe_Ensembl_ENSDART00000022589

MTSTANYLWSQEDILGQGATANVYKARNKKTGELVAVKVFNLVSYNRPYEVQMREFEVLQLLNHVNIVKLFAVEEIISNPKQKILVMEYCSGGSLLNMLEQPEHAFGLPESEFLIVLHCVAHGMNHLRENSVVHRDIKPGNIMRQVGEDGRSVYKLADFGAARELEDDEKFVSIYGTEEYLHPHMYERAVLRIPQQKAYGVSVDLWSIGVTIYHMATGSLPFRPFGGPRKNKQMMHKITTEKPAGTIAGVQKEEDGPIEWRDKLPLSCQLSEGLKTQLVPVLANILLADDEKCWKFPQFFSATNDILNRITIYIFSLQQATTYSIYIQFHNTVSIFFEDVQAQTGIEPAAQQYLFQGHPLILDPSMKVVNIPHTSSDKPMILISRRLERIIGYPFEEPESPPMPGKFDVVADFVFTKTIVKVIHQYLRIAYSLQEYRQFILQGFNSYIEQTSSEVIDVTHRISKVKMKLHSSISTEKTLHVFTQTFAHEFPDFIDSKKKFPLIEAELQQMCGRGIREFQNILQYLRVTLSKHSETLANDKSIQKMEVLLSQIVDVHFQYFRDRQTRKLGYNDEQIHKFEKLNLSSYLKKFKSLFKDDCFQKYLDVLNTTDRCSRALYDMQTHLDKFRDTLLQRIQDLKAHEILQNKVLERVVHRAVQQPVKAEVVDGKKKEEHMILKMTRLKSEMEAVAWELQKNNNMIESLSVVTPTMPVEKKNPQTNRP

>FrIKKe_Ensembl_NEWSINFRUT00000174697

MASTPNYLWSLQDVLGQGATASVYKARNKKSGELVAVKVFNTMSYNRPHDVQMREFEMLRKLNHSNIVRLYAVEELPSKQKILVMEYCSGGSLLTVLEEPENAFGLPETEFLTVLQCVVRGMNHLRENGVVHRDIKPGNIMRQAGEDGKSVYKLTDFGAARELEDDEKFISIYGTEEYLHPDMYERAVLRKPHQKSYGVSVDLWSIGVTFYHAATGSLPFIPYGGPRKNKLTMFKITTEKPTGAISGLQRVADGSIEWSYSLPHSCQLSQGLKVLLVPVLAGIMEADQEKCWGFDQFFTATTDILKRQPVHLFSLQQAMAHCIYIHHYDTVATFFEEVASQTGIGVEQQHLLYLGHALPLEGSMKAVNLPHTSPTQPLTLLS

>TnIKKe_Ensembl_GSTENT00014007001

MSGMVASTPNYLWSLQDVLGQGATANVYKARNKKSGELVAVKVFNTVSYNRPHDVQMREFEMLRKLNHSNIVRLYAVEELPSKQKVLVMEYCSGGSLLMLLEEPENAFGLPETEFLTVLQCVVRGMNHLRENGVVHRDIKPGNIMRQTGEDGKSVYKLTDFGAARELEDDEKFISIYGTEEYLHPDMYKCAVLRKPHQKSYGVSVDLWSIGVTFYHAATGSLPFVPFGGPRKNKLTMFKITTEKPTGAISGTQHVVDGSIEWGYNLPHSCQLSQYVGTGLKAQLVPVLAGIMEADQEKCWGFDQFFTATTDILQRQPVHLFSLQQAMAHCIYIHHYDTRHSGDPAQVRCSGRLQLHKGDGGSGAPVPDEHPGAALPQRAAPAGLLQLHVSHTQAPNQGVPLPSDLVSPTFRPQDEAANGVRRSNAQHRDGHHPATVLPQPRTQDSPAVSLPACVCVCVCVFSGTRYPLLCLDPFRSHCPSGDQSPSESSQTLKASWRITTNKSTSLRSESRFGQLAGRLRQPPGGRIICQLCSLSRIHLSTHIKRVKSLFREECVHRYKELLATTRTWSSVLLEMQTRLQDFNSFSIGLLADLEMSEQQQNKISCLRSRMHHLKEEMEVLVRELKCNNSIIERPNRQKGGSAGRVEGVRPRGTFLGQVSLHLDGSRGEPEGHGGSACFGQVSRRLGRFLKRLPKSRSWSDGLRILRRSSSNGSLLSASVAPMGSDGLRADCSYTCHLECERKVRLDCNQRDKDPGQTPAPGNHGASPAPEHKVTKMLLFKKKKKP

>HsTBK1_Uniprot_Q9UHD2

MQSTSNHLWLLSDILGQGATANVFRGRHKKTGDLFAIKVFNNISFLRPVDVQMREFEVLKKLNHKNIVKLFAIEEETTTRHKVLIMEFCPCGSLYTVLEEPSNAYGLPESEFLIVLRDVVGGMNHLRENGIVHRDIKPGNIMRVIGEDGQSVYKLTDFGAARELEDDEQFVSLYGTEEYLHPDMYERAVLRKDHQKKYGATVDLWSIGVTFYHAATGSLPFRPFEGPRRNKEVMYKIITGKPSGAISGVQKAENGPIDWSGDMPVSCSLSRGLQVLLTPVLANILEADQEKCWGFDQFFAETSDILHRMVIHVFSLQQMTAHKIYIHSYNTATIFHELVYKQTKIISSNQELIYEGRRLVLEPGRLAQHFPKTTEENPIFVVSREPLNTIGLIYEKISLPKVHPRYDLDGDASMAKAITGVVCYACRIASTLLLYQELMRKGIRWLIELIKDDYNETVHKKTEVVITLDFCIRNIEKTVKVYEKLMKINLEAAELGEISDIHTKLLRLSSSQGTIETSLQDIDSRLSPGGSLADAWAHQEGTHPKDRNVEKLQVLLNCMTEIYYQFKKDKAERRLAYNEEQIHKFDKQKLYYHATKAMTHFTDECVKKYEAFLNKSEEWIRKMLHLRKQLLSLTNQCFDIEEEVSKYQEYTNELQETLPQKMFTASSGIKHTMTPIYPSSNTLVEMTLGMKKLKEEMEGVVKELAENNHILERFGSLTMDGGLRNVDCL

>MmTBK1_Uniprot_Q9WUN2

MQSTSNHLWLLSDILGQGATANVFRGRHKKTGDLYAVKVFNNISFLRPVDVQMREFEVLKKLNHKNIVKLFAIEEETTTRHKVLIMEFCPCGSLYTVLEEPSNAYGLPESEFLIVLRDVVGGMNHLRENGIVHRDIKPGNIMRVIGEDGQSVYKLTDFGAARELEDDEQFVSLYGTEEYLHPDMYERAVLRKDHQKKYGATVDLWSVGVTFYHAATGSLPFRPFEGPRRNKEVMYKIITGKPSGAISGVQKAENGPIDWSGDMPLSCSLSQGLQALLTPVLANILEADQEKCWGFDQFFAETSDVLHRMVIHVFSLQHMTAHKIYIHSYNTAAVFHELVYKQTKIVSSNQELIYEGRRLVLELGRLAQHFPKTTEENPIFVTSREQLNTVGLRYEKISLPKIHPRYDLDGDASMAKAVTGVVCYACRTASTLLLYQELMRKGVRWLVELVKDDYNETVHKKTEVVITLDFCIRNIEKTVKVYEKLMKVNLEAAELGEISDIHTKLLRLSSSQGTIESSLQDISSRLSPGGLLADTWAHQEGTHPRDRNVEKLQVLLNCITEIYYQFKKDKAERRLAYNEEQIHKFDKQKLYYHATKAMSHFSEECVRKYEAFKDKSEEWMRKMLHLRKQLLSLTNQCFDIEEEVSKYQDYTNELQETLPQKMLAASGGVKHAMAPIYPSSNTLVEMTLGMKKLKEEMEGVVKELAENNHILERFGSLTMDGGLRNVDCL

>DrTBK1_Ensembl_ENSDART00000075762
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>MmRipk4_RefSeq_NP_076152

MEGEGRGRWALGLLRTFDAGEFAGWEKVGSGGFGQVYKVRHVHWKTWLAIKCSPSLHVDDRERMELLEEAKKMEMAKFRYILPVYGICQEPVGLVMEYMETGSLEKLLASEPLPWDLRFRIVHETAVGMNFLHCMSPPLLHLDLKPANILLDAHYHVKISDFGLAKCNGMSHSHDLSMDGLFGTIAYLPPERIREKSRLFDTKHDVYSFAIVIWGVLTQKKPFADEKNILHIMMKVVKGHRPELPPICRPRPRACASLIGLMQRCWHADPQVRPTFQEITSETEDLCEKPDEEVKDLAHEPGEKSSLESKSEARPESSRLKRASAPPFDNDCSLSELLSQLDSGISQTLEGPEELSRSSSECKLPSSSSGKRLSGVSSVDSAFSSRGSLSLSFEREASTGDLGPTDIQKKKLVDAIISGDTSRLMKILQPQDVDLVLDSSASLLHLAVEAGQEECVKWLLLNNANPNLTNRKGSTPLHMAVERKGRGIVELLLARKTSVNAKDEDQWTALHFAAQNGDEASTRLLLEKNASVNEVDFEGRTPMHVACQHGQENIVRTLLRRGVDVGLQGKDAWLPLHYAAWQGHLPIVKLLAKQPGVSVNAQTLDGRTPLHLAAQRGHYRVARILIDLCSDVNICSLQAQTPLHVAAETGHTSTARLLLHRGAGKEALTSEGYTALHLAAQNGHLATVKLLIEEKADVMARGPLNQTALHLAAARGHSEVVEELVSADLIDLSDEQGLSALHLAAQGRHSQTVETLLKHGAHINLQSLKFQGGQSSAATLLRRSKT

>DrRipk4_RefSeq_NP_998243.1

MDVPENSPGIMGLLKTFDASEFGSWEKIGSGGFGQVYKVRHMQWKTWLAIKCPPSLHSDDKERAELLEEAKKMEAAKFRYILPVYGVCSDPQGLVMEYMETGSLETLLATEPLPWELRFRIIHETAVGMNFLHCMNPPLLHLDLKPANILLDAHYHIKISDFGLARWNGFARDDDISRDGFCGTIAYLPPERIIEKDRVSDTKHDVYSFSIVIWGILTQKKPYQGENNILHIMVKVVKGVRPDLSLIPRSRPQACSGFLSLMQKCWAQSPQARPSFEEITSEAEELCTKPHEESRASVSSEPECSPCPAPASSEQTNDQKPVRPKSAMLPEKDYSLSELLTQIDSGFSRSLSNVQEESLESKDNTSKRLSGISSVDSAFSSQGSITLSFDKENAVNDSSELQKKKLCDAIRTEDIAKLMKILQPQDVDLLLDGGSNLLHYAVSLANEEAVKFLLLSNCNPNLANAQGATPLHQAAEKRLKGVSEILLSRKTTNVNAKDEDQYTPLHFAAQNGDEALTRLLLDRSASINETDAQGRTPTHIACHHGQENVVRVLLSRGADVHVKGKDDWTALHLAAWKGHLGIVKLLVKQAGADVDGQTSDGRSPLHLASQRGQYRVARILVELGANVHLTSDDLYAPLHVAAETGHTSTSRLLVKHDADIKSRTANGCTALHLASQKGHLPTVKMLLAEGADPESVNHDLRTPCHLAAQNGHCEVLKELLRSCSDVANAQDRNGLTALHLAVSGGHKDAICVLLEGGADAAPLTPQPVGDRSFDYTSESEPESPNPLTPTRKVVILKLTNRKNSEHTLIPVDARCESAPC

>FrRipk4_Ensembl_NEWSINFRUT00000132728

MEVLDSPHGNMGLLRTFDCSEFGSWEKIGSGGFGQVYKVRHVRWKTWLAIKCPPCLHMDEKERLELLEEAKKMEAAKFRYILPVYGICGDPQGLVMEYMETGSLENLLASEPLPWELRFRIIHETAVGMNFLHCMKPPLLHLDLKPANILLDAHYHVKISDFGLARWNGLSRADDISRDGFCGTIAYLPPESIIEKDRVSDPKHDVYSFSIVIWGILTQKKPYQGENNILQIMVKVVKGVRPDPGAVPRCRPPACAGFLSLMQRCWATDPNARPSFQEITSEAEELCVKPQEEQKNTTVSAPGPSPPKTPSEQVKDNKLMRPKSAMLPEKDCSLSELLSQVDSGISRSFDRVKENSCHSKENTCKRLSGISSADSAFSSQDSITLSFEKENACDSAEVQKRKLCDAIRTKDTAKLMKILQPQDVDLLLDGGDSLLHHAVMLANEEAVKFLLLNNANPNLANTRGSTALHVATEQHLKPLVELLLGRRSTNVNAKDEDQYTALHWAAQNGDEAITRLLLDRGAAINETDGRGRTPAHIACQHGQENVIRVLLSRGADVQVKGKDNWTALHFAAWQGHLGIVKLLVKQAGADVDGQTTDGRTPLHLASQRGQYRVARILIELGANVHVTSAGLNTPLHMAADTGHTSTSRLLIKHQADVHAQNTLGLTPLHLAAQRGHLATVKMLIEEGADPFRSNRGLCTPFHLAAENGHGEVLKELLLHCPDGSALSVQAPSDSGVLSPFHLAVEQGYSNIITMLLQHDPPDSEAAESSEPPAAEQPAPPEAKQLQRKVVILKLTERNDKNFPQSAGSQCTSALC

>TnRipk4_Ensembl_GSTENT00016300001

MEVSDSPPGTMGLLRTFDCSEFGSWEKIGSGGFGQVYKVRHVRWKTWLAIKCPPCLHVDDKERSELLEEAKKMEAAKFRYILPVYGICGDPQGLVMEYMEMGSLENLLATELLPWELRFRIIHETAVGMNFLHCMKPPLLHLDLKPANILLDAHYHVKISDFGLARWNGLSRADDISRDGFCGTIAYLPPESIIEKDRVSDPKHDVYSFSIVIWGILTQKKPYQGENNILQIMVKVVKGVRPDLGSIPRCRPPVCSGFLSLMQRCWATDPNARPSFQEITSEAEELYFKPQEEPKNTTESAPGPTPHKATTSDQKGMRPKSAMLPEKDCSLSELLTQVDSWISRSFDRLKENSCHSKESTSKRLSGISFADSAFSSQDSITLSFEKENTFDSSEVQKRKLCDAIRTKDTAKLMKILQPQDVDLLLDGGDSLLHHAVTLANEEAVKFLLLNNANPNLANARGSTVLHVATERHLKPTVELLLGRRSTNVNAKDEDQYTALHWAAQNGDEAIARLLLDRGAAINETDGRGRTPAHIACQHGQENVIRVLLSRGADVQIRGKDDWTALHLAAWQGHLGIVKLLVKQAGADVDGQTADGRTPLHLASQRGQYRVARILIELGANVHMTSVGCTTHSTWRQRRATPAPLVSWSNTGRTCTPRAPWDSLLST

>HsRipk5_Uniprot_Q6XUX3

MEGDGVPWGSEPVSGPGPGGGGMIRELCRGFGRYRRYLGRLRQNLRETQKFFRDIKCSHNHTCLSSLTGGGGAERGPAGDVAETGLQAGQLSCISFPPKEEKYLQQIVDCLPCILILGQDCNVKCQLLNLLLGVQVLPTTKLGSEESCKLRRLRFTYGTQTRVSLALPGQYELVHTLVAHQGNWETIPEEDLEVQENNEDAAHVLAELEVTMHHALLQEVDVVVAPCQGLRPTVDVLGDLVNDFLPVITYALHKDELSERDEQELQEIRKYFSFPVFFFKVPKLGSEIIDSSTRRMESERSPLYRQLIDLGYLSSSHWNCGAPGQDTKAQSMLVEQSEKLRHLSTFSHQVLQTRLVDAAKALNLVHCHCLDIFINQAFDMQRDLQITPKRLEYTRKKENELYESLMNIANRKQEEMKDMIVETLNTMKEELLDDATNMEFKDVIVPENGEPVGTREIKCCIRQIQELIISRLNQAVANKLISSVDYLRESFVGTLERCLQSLEKSQDVSVHITSNYLKQILNAAYHVEVTFHSGSSVTRMLWEQIKQIIQRITWVSPPAITLEWKRKVAQEAIESLSASKLAKSICSQFRTRLNSSHEAFAASLRQLEAGHSGRLEKTEDLWLRVRKDHAPRLARLSLESRSLQDVLLHRKPKLGQELGRGQYGVVYLCDNWGGHFPCALKSVVPPDEKHWNDLALEFHYMRSLPKHERLVDLHGSVIDYNYGGGSSIAVLLIMERLHRDLYTGLKAGLTLETRLQIALDVVEGIRFLHSQGLVHRDIKLKNVLLDKQNRAKITDLGFCKPEAMMSGSIVGTPIHMAPELFTGKYDNSVDVYAFGILFWYICSGSVKLPEAFERCASKDHLWNNVRRGARPERLPVFDEECWQLMEACWDGDPLKRPLLGIVQPMLQGIMNRLCKSNSEQPNRGLDDST

>MmRipk5_Uniprot_Q6XUX1

MEADGQSWAGESVSGPGPGGGGMIRELCRGFSRYRRYLGRLRQNLRETQKFFRDIKCSHSHSCPSSPAGGGAAELGPAGDVAEAPLPAGQLSCISFPPMEETYLQQLVDRLPCILILGQDCNAKCQLLNLLLGVQVLPTLKLDSDESCKLRRLRFTYGTRTRVSLALPGQYELVHTLASHQDNWETIPEEDLEVQEDSEDAAHVLADLEVTMHHALLQEVDIVVAPCPSHRPSVDVLSDLANDFLPVITYALHKDELSERGEQELREVRQYFSFPMFFFKVPKLEIISSSSGRAESERSPLYGQLVDLGYLSSSHRNCVPSDQDCKAQSMLVEQSEKLKQLSTFSHQLLQNRLVDAAKALNVVHSHCLDIFINQAFDMQRDLQITPKRLEYTRKKENELYESLMNIANRKQEEMKDMIVETLNTMKEELLDDAANMEFKDVIVPENGETIGTREIKSCIRQIQELIISRLNQAVANKLISSVDYLRESFVGTLERCLQSLEKSQDVSVHITSNYLKQILNAAYHVEVTFHSGSSVTRMLWEQIKQIIQRITWVNPPTITLEWKRKVAQEAIDSLSASKLAKSICSQFRTRLNSSHEAFAASLRQLEAGHSGRLEKTEDLWLKVRKDHAPRLARLSLESRSLQDVLLHRKPKLGQELGRGQYGVVYLCDNWGGHFPCALKSVVPPDEKHWNDLALEFHYMRSLPKHERLVDLHGSVIDYNYGGGSSVAVLLIMERLHRDLYTGLKAGLTLETRLQIALDVVEGIRFLHSQGLVHRDIKLKNVLLDKQNRAKITDLGFCKPEAMMSGSIVGTPIHMAPELFTGKYDNSVDVYAFGILFWYICSGSIKLPEAFERCASKDHLWNNVRRGTRPERLPVFDEECWQLMEACWDGDPLKRPLLGIVQPMLRSIMDRLCKCSSEQPNRGLDDST

>DrRipk5_Uniprot_Q4VSN1

MENPQKPRELTRAFNHYNKHSGFLKKNLKETILFFREIRQNHSNTCAAAEPGQLSCISFPRQDEEYLQNVVSSAPYILILGQDCSARYQLLNCLLGERLLPLGPEAGGACGAEGGACRRRKLCFTHGRQTRLSLALPGQYELVHQLAAHCGRWDTVPRQDLEIQECEDPAQRLAELEITLHHTLLQEVKIMVLPCRNVQPLEEALEDCKRGILPIVLYAVSRESLSAQQLEDLQTLRESLPFPVCFIRVSDGGGGGALFTQLASLQLISASAGNCACGAPAAQSAGRMQGVLCDSLERLQRVLVPFTRQVLQNQQVEAATLLNTIHCRCLDLFIIQAFDMQRDLQITPRRLEYTREKEGELFCSLMAIANRKQEEMKEMIVETLSSMKEQLLEDAQNLDFTDIIMSSNGEPVSSKDIKVCISQIQDLIVNRLNQAVANKLTNSVDYLRESFVGTLERCLGSLEKSTPESCAHNVTSNHLKQILNAAYHVEVTFHSGSSVTRLFWEQIKQIIHRITWVNPPAITAEWKRKVAQDAIESLSAAKLAKSICSQFRTRLNSSHEAFAASLRQLEEGHTGRLERTEDLWLRVRKDHAPRLARLSLESRSLRDILLHGKPKLGRELGRGQYGVVYLCDSWAGRHPCALKSVVPPDDKHWNDLALEFHYTRSLPKHERLVNLHGSVIDHSYSGGSSIAVLLIMERLHRDLYTGLKAGLSLKERLLIALDVVEGIRFLHSQGLLHRDIKLKNVLLDKQNRAKITDLGFCKPEAMMSGSIVGTPIHMAPELFTGKYDNSVDVYAFGILFWYLCSGSVKLPEAFEKCASKDQLWTNVKKGCRPERLPVFDEECWQLMEACWNGDPSQRPLLGIVQPGLQSIMERLCGEKSLEDSN

>FrRipk5a_RefSeq_NP_001027827.1

MEGHGPQKSSPLARDLTRAFNGYHKQTVLLKKNLKETHAFFREMRQNYSNTCASSTLSSDSASLETSQFSCISFPSHEEEFLRNTVGAAPYILVLGQDCAARYQLLNCLLGERLLPLGPQAGHACHGGQGSTCKRRKLCFTHGKQTRLSLALPGQYELVHQLVANCGRWDTVPREDLEILDECEDPAHRQAELEITLHHPMLQEAKVMVVPCPSVQPIEEAIEDCTRSAIPIVLYAVNQDSLSSEQVADLWKVKEILSFPICFVRLPNLSEDSSEPGQRFEKDKSKLQKQLLSHGLLTCPMGNCSCGAPTQMPTPGAKPQSVLGENFERLHRILVPFTRQVLQNQQVEAASLLNGLHCRCLDLFINQAFDMQRDLQITPRRLEYTREKEGELFTSLMAIANRKQEEMKDMIVETLGSMKEQLLEDAANLEFTDIIVTTNGDPVTSKEIKSCIHQIQDLIVVRLNQAVANKLISSVDYLRESFVGTLERCLDSLEKSHIESSVHNITSNHLKQIIHRITFVNPPAITPEWKRKVAQDAIESLSAAKLARSICSQFRTRLNSSHEAFAASLRQLEERHTGRLERTEDLWLRVRKDHAPRLARLSLESRSLRDVLLHGKPKLGRELGRGQYGVVYLCDNWGGHYPCALKSVVPPDDKHWNDLALEFHYTRTLPKHERLVDLHGSVIDHTYAGGSSIAVLLIMERLHRDLYTGLKAGLSLQERLQIALDVVEGIRFLHNQGLLHRDIKLKNVLLDKQNRAKITDLGFCKPEAMMSGSIVGTPIHMAPELFTGARPERLPCFDEECWQLMEACWNGDPSQRPLLGIVEPSLQSMMVRLCCGSEQKSSSLEDSS

>FrRipk5b_Ensembl_NEWSINFRUT00000179237

LEERHTGRLERTDDLWLRVRKDHAPRLARLSLESRSLRDVLLHGKPKLGRELGRGQYGVVYLCDNWGGHYPCALKSVVPPDDKHWNDLALEFHYTRTLPKHERLVDLHGSVIDHTYAGGSSIAVLLIMERLHRDLYTGLKAGLSLQERLQIALDVVEGIRFLHNQGLLHRDIKLKNVLLDKQNRAKITDLGFCKPEAMMSGSIVGTPIHMAPELFTGKYDNSVDVYAFGILFWYLCA

>TnRipk5a_Ensembl_GSTENT00002302001

AFDMQRDLQITPRRLEYTREKEGELFTSLMTIANRKQEEMKDMIVETLGSMKEQLLEDAANLEFTDIIVTTNGDPVTSKEIKSCIQQIQDLIVVRLNQAVANKLISSVDYLRESFVGTLERCLSSLEKSHIESSVHNITSNHLKQVSGGLDAPVPRLAQRRAHLLCGLMQLLNAAYHVEIIHRITFVNPPAITPEWKRKVAQDAIESLSAAKLARSICSQFRTRLYSSHEAFAASLRQLEERHTGRLERTEDLWLRVRKDHAPRLARLSLESRSLRDVVLHGEPVAAELRRWGQAVGWAAARTNQEFRPSSQRARWLACAWGLPVEPVSKPKPAFCVCVCVCGTGKPKLGRELGRGQYGVVYLCDSWGGHNPCALKSVVPPDDKHWNDLALEFHYTRTLPKHERLVDLHGSVIDHTYAGGSSIAVLLIMERLHRDLYTGLKAGLSLQERLQIALDVVEGIRFLHSQGLLHRDIKLKNVLLDKQNRAKITDLGFCKPEAMMSGSIVGTPIHMAPELFTGKYDNSVDVYAFGILFWYLCAGSVKLPEAFEKCSSKDQLWNNVRKGEATLRLHICPLGSAFVAPLTPGCSRGQTRAAALLRRGVLAADGGLLERRPLPEAPAGHRGAQPGKHHGPDVQLWLGAEEQQPGGFLLKPPPLRH

>TnRipk5b_Ensembl_GSTENT00027340001

MEGHGAQRSSPLARDLTRAFTSYNKHTVLLKKNLKETHAFFREMRQNYSNTCASSTLSSDSSSQETGQFSCISFPSHEEEFLRNTVGAAPYILVLGQDCAARYQLLNCLLGDRLLPLGPEAGQACHGGQGNVCKRRKLCFTHGRQTRLSLALPGQYELVHQLAANCGRWETVPREDLEILDECEDPAHRQAELEITLHHPLLQEAKVMVVPCPSVQPIEEALEDCTRSVIPIILYAVNRDSLSSEQVADLRKVKEILSFPVCYVRLPDASAASAELGQRCEKDKSKLQKQLLSRGLLGSLSGNCSCGAPAQTAAPGAKPQSVVGENFEKLHRILVPFTRQVLQNQQVEAASLLNGLHCRCLDLFINQAFDMQRDLQITPRRLEYTREKEGELFTSLMTIANRKQEEMKDMIVETLGSMKEQLLEDAANLEFTDIIVTTNGDPVTSKEIKSCIQQIQDLIVVRLNQAVANKLISSVDYLRESFVGTLERCLSSLEKSHIESSVHNITSNHLKQVSGGLDAPVPRLAQRRAHLLCGLMQLLNAAYHVEVTFHSGSSVTRLFWEQIKQIIHRITFVNPPAITPEWKRKVAQDAIESLSAAKLARSICSQFRTRLYSSHEAFAASLRQLEERHTGRLERTEDLWLRVRKDHAPRLARLSLESRSLRDVVLHGEPVAAELRRWGQAVGWAAARTNQEFRPSSQRARWLACAWGLPVEPVSKPKPAFCVCVCVCGTGKPKLGRELGRGQYGVVYLCDSWGGHNPCALKSVVPPDDKHWNDLALEFHYTRTLPKHERLVDLHGSVIDHTYAGGSSIAVLLIMERLHRDLYTGLKAGLSLQERLQIALDVVEGIRFLHSQGLLHRDIKLKNVLLDKQNRAKITDLGFCKPEAMMSGSIVGTPIHMAPELFTGKYDNSVDVYAFGILFWYLCAGSVKLPEAFEKCSSKDQLWNNVRKGEATLRLHVCPLGSAFVAPLTPGCSRGQTRAAALLRRGVLAADGGLLERRPLPEAPAGHRGAQPGKHHGPDVQLWLGAEEQQPGGFLLKPPPLRH

>HsNLK_Uniprot_Q9UBE8

MAAYNGGTSAAAAGHHHHHHHHLPHLPPPHLHHHHHPQHHLHPGSAAAVHPVQQHTSSAAAAAAAAAAAAAMLNPGQQQPYFPSPAPGQAPGPAAAAPAQVQAAAAATVKAHHHQHSHHPQQQLDIEPDRPIGYGAFGVVWSVTDPRDGKRVALKKMPNVFQNLVSCKRVFRELKMLCFFKHDNVLSALDILQPPHIDYFEEIYVVTELMQSDLHKIIVSPQPLSSDHVKVFLYQILRGLKYLHSAGILHRDIKPGNLLVNSNCVLKICDFGLARVEELDESRHMTQEVVTQYYRAPEILMGSRHYSNAIDIWSVGCIFAELLGRRILFQAQSPIQQLDLITDLLGTPSLEAMRTACEGAKAHILRGPHKQPSLPVLYTLSSQATHEAVHLLCRMLVFDPSKRISAKDALAHPYLDEGRLRYHTCMCKCCFSTSTGRVYTSDFEPVTNPKFDDTFEKNLSSVRQVKEIIHQFILEQQKGNRVPLCINPQSAAFKSFISSTVAQPSEMPPSPLVWE

>MmNLK_Uniprot_O54949

MAAYNGGTSAAAAGHHHHHHHHLPHLPPPHLHHHHHPQHHLHPGSAAAVHPVQQHTPSAAAAAAAAAAAAAMLNPGQQQPYFPSPAPGQAPGPAAAAPAQVQAAAAATVKAHHHQHSHHPQQQLDIEPDRPIGYGAFGVVWSVTDPRDGKRVALKKMPNVFQNLVSCKRVFRELKMLCFFKHDNVLSALDILQPPHIDYFEEIYVVTELMQSDLHKIIVSPQPLSSDHVKVFLYQILRGLKYLHSAGILHRDIKPGNLLVNSNCVLKICDFGLARVEELDESRHMTQEVVTQYYRAPEILMGSRHYSNAIDIWSVGCIFAELLGRRILFQAQSPIQQLDLITDLLGTPSLEAMRTACEGAKAHILRGPHKQPSLPVLYTLSSQATHEAVHLLCRMLVFDPSKRISAKDALAHPYLDEGRLRYHTCMCKCCFSTSTGRVYTSDFEPVTNPKFDDTFEKNLSSVRQVKEIIHQFILEQQKGNRVPLCINPQSAAFKSFISSTVAQPSEMPPSPLVWE

>DrNLKa_Ensembl_ENSDART00000047248

SVTDPRDGKRVALKKMPNVFQNLVSCKRVFRELKMLCFFKHDNVLSALDILQPPHIDYFEEIYVVTELMQSDLHKIIVSPQPLSSDHVKVFLYQILRGLKYLHSAGILHRDIKPGNLLVNSNCVLKICDFGLARVEELDESRHMTQEVVTQYYRAPEILMGSRHYSNAIDIWSVGCIFAELLGRRILFQAQSPIQQLDLITDLLGTPSLEAMRTACEGARAHILRGPHKQPSLPVLYTLSSQATHEAVHLLCRMLVFDPSKRISAKDALAHPYLDEGRLRYHTCMCKCCYTTSSGRVYTSDFEPVTNPKFDDGFEKNLTSVRQVKEIIHQFILEQQKGNRVPLCINPQSAAFKSFISVTLFSSQKFILRPEK

>DrNLKb_RefSeq_NP_998121.1

MAFHGSTRPTVCGNLFPASELGHKYFCVNTTAGTTSTGLGATPNPTGPNAPAGTPRHPASLGGSAGGGAAIPQPHSNPASEVPSPAEMEPDRPIGYGAFGVVWSVTDPRDGRKVALKKMPNVFQNLVSCKRVFRELRMLCFFKHDNVLSALDILQPPQIDCFEEIYVITELMQSDLHKVIVSPQPLTTDHIKVFLYQILRGLKYLHSAGILHRDIKPGNLLVNSNCLLKICDFGLARVEEPDPSRHMTQEVVTQYYRAPEVLMGCQHYTSSIDVWSVGCIFAELLGRRILFQAQSPIQQLDLITDLLGTPPLSAMTSACEGARAHILRGPHKPPSLSVLYMLSDGATHEAVHLLCRMLVFDPAKRISGSDALSHPYLDEGRLRYHTCMCKCCYSVPSGRVYTRDFEPPADRPFSHNYEQSMHSVWQGKELIHRFITEHQQGKRVPLCINPQSAAFKTFIRSTAWHSSKVSRKEER

>FrNLKa_RefSeq_NP_001027920.1

MAAYNGGSSAVAAHHPHHHHQLQHLPPPHMHHHHHHQHHQQQHQQHHLQQQLDIEPDRPIGYGAFGVVWSVTDPRDGKRVALKKMPNVFQNLVSCKRVFRELKMLCFFKHENVLSALDMLQPPHIDYFEEIYVVTELMQSDLHKIIVSPQPLSSDHAKVFLYQILRGLKYLHSAGILHRDIKPGNLLVNSNCVLKICDFGLARVEESDEARHMTQEVVTQYYRAPEILMGSRHYSNSIDIWSVGCIFAELLGRRILFQAQSPIQQLDLITDLLGTPSMEAMRTACEGARAHILRGPHKQPSLPVLYTLSSQATHEAVHILCRMLVFDPSKRISAKDALAHPYLDEGRLRYHTCMCKCCYTTSSGRVYTSDFEPVTNPKFDDGFEKNLSSVRQVKEIIHQFILEQQKGSRVPLCINPQSAAFKSFISSTVPQPSEMPPSPLVWE

>FrNLKb_Ensembl_NEWSINFRUT00000175138

MAFHGSGRQTVCGDLFPASELGTKYFCVSSSCGAPSTGLSATPCLTGPTAPAGTPRHPTALGGSAGGGAAVPQPYSNPASEVPSPAEMEPDRPIGYGAFGVVWAVTDPRDGRKVALKKMPNVFQNLVSCKRVFRELRMLCFFKHDNVRTGRGRGTPAPFVSPLQRLFSVFPQVLSALDILQPPQIDCFEEIYVITELMQSDLHKVIVSPQPLTTDHIKVFLYQILRGLKYLHSAGILHRDIKPGNLLVNSNCLLKICDFGLARVEEPDPSCHMTQEVVTQYYRAPEVLMGCRHYGSAIDIWSVGCIFAELLGRRILFQAQSPIQQVRAWKNRSLGPPKKTLFLTVPPQLDLITDLLGTPPLSALSSACEGARAHILMGPHKPPSLSVLYMLSDGATHEAVHLLCRMLVFDPAKRISGSDALSHPYLDEGRLRYHTCMCQCCYSVPSGRVYTRDFEPVAERPFSHSYENSLLSVWQGKELIHRFITEHQQGKRVPLCINPQSAAFKTFIVRKGGGGGVTAAAVRERRRVTSASPQVHGLALVQGVQEGGEMSAGARRHSRMEIHLKPLFGSWGRSPAPIARPPTPTKPESENNLLNPNSCSRCFWC

>TnNLKa_Ensembl_GSTENT00006817001

MAAYNGGSSAVAAHHPHHHHQLQHLPPPHMHHHHHHAGQHHLQHPGLGRRRAHGAAAHLHGGGGGGRDAQPRGSSSPTSPRRRRAKPPGRRQRRRRRRSKPPPSKRATTTTTTTTSSSRRSSSRSWTSSPTGPSDTEPLGWSANQPGEPTGHRRSPSPLPHSGRANELTDRSLPGASPMSAMSKSVTDPRDGKRVALKKMPNVFQNLVSCKRVFRELKMLCFFKHENVLSALDILQPPHIDYFEEIYVVTELMQSDLHKIIVSPQPLSSDHAKVFLYQILRGLKYLHSAGILHRDIKPGNLLVNSNCVLKICDFGLARVEESDEARHMTQEVVTQYYRAPEILMGSRHYSNSIDIWSVGCIFAELLGRRILFQAQSPIQQLDLITDLLGTPSMEAMRTACEGARAHILRGPHKQPSLPVLYTLSSQATHEAVHLLCRMLVFDPSKRISAKDALAHPYLDEGRLRYHTCMCKCCYTTSSGRVYTSDFEPVTNPKFDDGFEKNLSSVRQVKGQSQGRWAAVFRPVFGCWRPESVFLPEIIHQFILEQQKGSRVPLCINPQSAAFKSFISSTVAQPSEMPPSPLVWE

>TnNLKb_Ensembl_GSTENT00004800001

MAFHGSGRQTVCGDLFPASELGTKYFCVSSACGAPSTGLSATPCLTGPTAPAGTPRHPTALGGSAGGGAAVPQPYSNPASEVPSPAEMEPDRPIGYGAFGVVWSVTDPRDGRKVALKKMPNVFQNLVSCKRVFRELRMLCFFKHDNVRTPRRRRWASFGRRASFSVLWQVLSALDILQPPQIDCFEEIYVITELMQSDLHKVIVSPQPLTTDHIKVFLYQILRGLKYLHSAGILHRDIKPGNLLVNSNCLLKICDFGLARVEEPDPSCHMTQEVVTQYYRAPEVLMGCRHYGSAIDIWSVGCIFAELLGRRILFQAQSPIQQVRPPKENYLFLKKKKTLFLTVCFPQLDLITDLLGTPPLSALSSACEGARAHILMGPHKPPSLSVLYMLSDGATHEAVHLLCRMLVFDPAKRISGSDALSHPYLDEGRLRYHTCMCQCCYSVPSGRVYTRDFEPVAERPFSHSYENSLLSVWQGKELIHRFITEHQQGKRVPLCINPQSAAFKTFISFARNARLTRGRPCPQVHGLALVQGVQEGGEMSAAGGQGPQQFAGFIQSCCLGPEEEAPPTTSPPTNPEPENNLLHPNSCSRSFWC

>HsJAK1_RefSeq_NP_002218.2

MQYLNIKEDCNAMAFCAKMRSSKKTEVNLEAPEPGVEVIFYLSDREPLRLGSGEYTAEELCIRAAQACRISPLCHNLFALYDENTKLWYAPNRTITVDDKMSLRLHYRMRFYFTNWHGTNDNEQSVWRHSPKKQKNGYEKKKIPDATPLLDASSLEYLFAQGQYDLVKCLAPIRDPKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNLLTRMRINNVFKDFLKEFNNKTICDSSVSTHDLKVKYLATLETLTKHYGAEIFETSMLLISSENEMNWFHSNDGGNVLYYEVMVTGNLGIQWRHKPNVVSVEKEKNKLKRKKLENKHKKDEEKNKIREEWNNFSYFPEITHIVIKESVVSINKQDNKKMELKLSSHEEALSFVSLVDGYFRLTADAHHYLCTDVAPPLIVHNIQNGCHGPICTEYAINKLRQEGSEEGMYVLRWSCTDFDNILMTVTCFEKSEQVQGAQKQFKNFQIEVQKGRYSLHGSDRSFPSLGDLMSHLKKQILRTDNISFMLKRCCQPKPREISNLLVATKKAQEWQPVYPMSQLSFDRILKKDLVQGEHLGRGTRTHIYSGTLMDYKDDEGTSEEKKIKVILKVLDPSHRDISLAFFEAASMMRQVSHKHIVYLYGVCVRDVENIMVEEFVEGGPLDLFMHRKSDVLTTPWKFKVAKQLASALSYLEDKDLVHGNVCTKNLLLAREGIDSECGPFIKLSDPGIPITVLSRQECIERIPWIAPECVEDSKNLSVAADKWSFGTTLWEICYNGEIPLKDKTLIEKERFYESRCRPVTPSCKELADLMTRCMNYDPNQRPFFRAIMRDINKLEEQNPDIVSEKKPATEVDPTHFEKRFLKRIRDLGEGHFGKVELCRYDPEGDNTGEQVAVKSLKPESGGNHIADLKKEIEILRNLYHENIVKYKGICTEDGGNGIKLIMEFLPSGSLKEYLPKNKNKINLKQQLKYAVQICKGMDYLGSRQYVHRDLAARNVLVESEHQVKIGDFGLTKAIETDKEYYTVKDDRDSPVFWYAPECLMQSKFYIASDVWSFGVTLHELLTYCDSDSSPMALFLKMIGPTHGQMTVTRLVNTLKEGKRLPCPPNCPDEVYQLMRKCWEFQPSNRTSFQNLIEGFEALLK

>MmJAK1_Uniprot_P52332

MQYLNIKEDCNAMAFCAKMRSFKKTEVKQVVPEPGVEVTFYLLDREPLRLGSGEYTAEELCIRAAQECSISPLCHNLFALYDESTKLWYAPNRIITVDDKTSLRLHYRMRFYFTNWHGTNDNEQSVWRHSPKKQKNGYEKKRVPEATPLLDASSLEYLFAQGQYDLIKCLAPIRDPKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNLLTRMRINNVFKDFLKEFNNKTICDSSVHDLKVKYLATLETSTLTKHYGAEIFETSMLLISSENELSRCHSNDSGNVLYEVMVTGNLGIQWRQKPNVVPVEKEKNKLKRKKLEYNKHKKDDERNKLREEWNNFSYFPEITHIVIKESVVSINKQDNKNMELKLSSREEALSFVSLVDGYFRLTADAHHYLCTDVAPPLIVHNIQNGCHGPICTEYAINKLRQEGSEEGMYVLRWSCTDFDNILMTVTCFEKSEVLGGQKQFKNFQIEVQKGRYSLHGSMDHFPSLRDLMNHLKKQILRTDNISFVLKRCCQPKPREISNLLVATKKAQEWQPVYSMSQLSFDRILKKDIIQGEHLGRGTRTHIYSGTLLDYKDEEGIAEEKKIKVILKVLDPSHRDISLAFFEAASMMRQVSHKHIVYLYGVCVRDVENIMVEEFVEGGPLDLFMHRKSDALTTPWKFKVAKQLASALSYLEDKDLVHGNVCTKNLLLAREGIDSDIGPFIKLSDPGIPVSVLTRQECIERIPWIAPECVEDSKNLSVAADKWSFGTTLWEICYNGEIPLKDKTLIEKERFYESRCRPVTPSCKELADLMTRCMNYDPNQRPFFRAIMRDINKLEEQNPDIVSEKQPTTEVDPTHFEKRFLKRIRDLGEGHFGKVELCRYDPEGDNTGEQVAVKSLKPESGGNHIADLKKEIEILRNLYHENIVKYKGICMEDGGNGIKLIMEFLPSGSLKEYLPKNKNKINLKQQLKYAIQICKGMDYLGSRQYVHRDLAARNVLVESEHQVKIGDFGLTKAIETDKEYYTVKDDRDSPVFWYAPECLIQCKFYIASDVWSFGVTLHELLTYCDSDFSPMALFLKMIGPTHGQMTVTRLVKTLKEGKRLPCPPNCPDEVYQLMRKCWEFQPSNRTTFQNLIEGFEALLK

>DrJAK1_RefSeq_NP_571148.1

MPELAVMDLGRQLCVKMKKQRKAEMTIPTAMKGLEIHFYLADTHQLEFFKACYTAEDLCVEAAKRCRISPLCHNLFALYEESQDLWYAPNHVFKVTDETSIKLHYRMRFYFTNWHGTSEIESPVWRHTLSKQKSVLNSQKTTEGTPLLDAASLDYLFAQGQYDFLRGLSPVRPTQNDEEHREIENECLGMAVLAITHHAKSNNLPLSGAGAETSYKRFIPDSLNRTIKQRNFLTRIRISNVFKNFLNEFNSKTIQDSNIGLYDLKVKYLSTLETLTQGVGREIFKPKNLKVTGESEGSPAQMLPLGDNGMGYEVQVYGTTGISWRRKPAPNQLILKDKPKSKKIKGDKQWNDKKKDSGWTLFSDFHEITHIVIKDCCVTIYRQDNKTMELDLFYRDAALSFAALVDGYFRLTVDAHHYLCTDVAPSSVVQNLENGCHGPICTEYAIHKLRQEGNEEGTYVLRWSCTEYNFIIMTVVCIELDLCESRPVPQYKNFQIETSPQGYRLYGTDTFRPTLKELLEHLQGQLLRTDNLRFQLRRCCPPQPREISNLLVMTTDREPVPQKKTQVSQLSFDRILKEEIVQGEHLGRGTRTNIYAGILKPKSDDEDDLGGYSQEVKVVLKVLGSGHRDISLAFFETASMMRQISHKHIALLYGVCVRHQENIMVEEFVQYGPLDLFMRRQTTPLSTAWKFQVAKQLASALSYLEDKKMVHGYVCSKNILVARDGLDGEGGPFIKLSDPGIPITVLSREECVDRIPWIAPECVKDTANLSIAADKWSFGTTLWEICYNGEIPLKDKKLTEKERFYAAQCQLATPDCDELAKLMTHCMTYDPRQRLFFRAIVRDIVMVEKQNPSIQPVPMLEVDPTVFEKRFLKKIRDLGEGHFGKVELCRYDPRGDRTGELVAVKSLKPENREEQSNNLWREIHILRELYHENIVKYKGICNEEGGRSIKLIMEFLPAGSLKEYLPRNKAHINLKTLLNYSVQICQGMDYLGSRNYIHRDLAARNVLVENEGTVKIGDFGLTKSIKDNEGYYTVKDDLDSPVFWYAPECLIHCKFYRASDVWSFGVTMYELLTYCDASCSPMSVFLKLIGPTHGQMTVTRLVKVLEEGKRLPRPDDCSEQLYNLMRRCWEATPEKRINFKSLIANFQQMLDNQ

>FrJAK1_Ensembl_NEWSINFRUT00000180070

MELSRQLCGKMRKSGRRAHLSSPPSITFGLEIHFYTPIVHQLEFLSGCYTAEELCVKAAKKCSISPLCHNLFGLYDEKAGMWYPPSYEFTVTDEISLKLHYRMRFYLRNWHGNTEGESSVWRHCISKLRGSLSLEKMPEGTPLLDAASLDYLFYQGQHSFHKGLVPLRKSHSDAEQHEIENECLGMAVLAITHTTNMSVPGSHDISYKRFIPESLNRSIKQRSFMTRIRINNVFKKFLSEFHQRTIRDSNITPYDLKIKYLATLEGLTSGLGSEVFEPISLIVAQEGELFNGGYYGYCNKTSSQDQKTQTSRDMQVLVTGTTGISWRKKPDTTSVVSKDKPKSKKSKVDGKQQSDKKKEENEGWAVFCDFHEITHAVIKEKTTVTIYRQDNMRMELQMASRAESLSFVALVDGYFRLTVDAHHYLCKEVAPESVVRNIRNSCHGPISTEYAVHKLRQEGNEEGTYILRWSCTDFQYIIITVVCTEIDLKETRPVRQYKNFQIEESPDGFRLYGTDTFRPTLAELLKHLESQSLRTDNLHFQLRRCCPPQPREISNLLVVTKDRVLTHPSPMPDSQLSFHRILKEDIEQEEHLGRGTRTNIYSGTLRVKSEEDEDAGYSSFQEVKVVLKLLSYGHRDISLAFFETASMMRQVSHKHIVLLYGVCVHHQENIMVEEFVQLGPLDVYMRRQQSPLSIPWKFQVAKQLASALSYLEDKKLVHGFVCAKNILLARDGLGIDEGGPFIKLSDPGIPITVLTREECVHRIPWIAPECVKNMSSLSVAADKWGFGTTLWEICYDGEVPLKEKKLTEKERFYETKCQLATPDCKELAELMTHCMNYDPKKRPFFRAIVRDIDMLGEKSNLLVTHSCGCSKDVCISTCLHSSDPSIKPKPTAEVDPTIFEKRFLTKYRALGEGHFGKVELCRYDPRGDKTGELVAVKSLKPEKQEEQGTNLSREIDILKALFHENIVRYKGICQEEGGQAYKLIMEYVPLGSLKDYLPRHKKDTSLATLLSYSVQICKGMEYLGSKNYIHRDLAARNVLVENERTVKIGDFGLTKCIKDNEGYYTVKDENDSPVFWYAPECLTQCKFYLASDVWSFGVTLYELITYCDSSKSPMTCFLDMIGSTHGQMTVMRLVKMLNEGRRLPQPDGCPEAVYELMRKCWDQKPERRITFTALIK

>TnJAK1_Ensembl_GSTENT00033598001

MELSRQLCGKMRRSGRKAHLSSPPSPTFGLEIHFYTPYVHQLEYLSGCYTAEELCVEAARKCSISPLCHNLFALYDEKDNMWYPPNYEFTVTEEISLKLHYRMRFYFRNWHGNTEGESSVWRHCISKLRGSLSPQKIPVGTPLLDAASLEYLFYQGQHSFHKGLVPVRKSHSDTEQHEIENECLGMAVLAITHTTNVGAPGSHDISYKRFIPETLNRSIKQRSFLTRIRINNVFKKFLSEFHQRTVRDSNITPYDLKIKYLATLEGLTSGLGSEVFEPISLIVAQEGELCNGGYYRYFNQNTGQAQSVKTSRDTQVLVTGTTGISWRKKPEMALITSKDKSKSKKSKADGKQQNDRKKEETEGWEVFCDFYEITHAVIKDKTTVTIYRQDNMGMELQMASRAESLSFVALVDGYFRLTVDAHHYLCKDVAPASVVRNISNSCHGPISTEYAVHKLRQEGNEEGTYILRWSCTDFQYIVITVVCTELDLKESRPVRQYKNFQIEESSDGFRLYGTDTCRPTLMELLEHLESQSLRTDNLQFQLLRCCPPQPREISNLLVVTKDRVLTHPSPMPDSQLSFHRILKEDIEQEEHLGRGTRTNIYSGTLRVKSEEDEDAGYSSFQEVKVVLKLLSYGHRDISLAFFETASMMRQVSHKHIVLLYGVCVHHQENIMVEEFVQLGPLDVFMRRQQNPLSIPWKFQVAKQLASALSYLEDKKLVHGFVCAKNILLARDGMGTDEGGPFIKLSDPGIPITVLTREECVHRIPWIAPECVKNVSALSVAADKWGFGTTLWEICYDGEVPLKEKKLTEKERFYETECQLATPDCTELAELMTHCMNYDPKKRPFFRAIVRDIDMLGEQSGCRKDVCIPTCLHSSDPSIKPKPTAEVDPTVFEKRFLKKVRDLGEGHFGKVELCRYDPRGDKTGELVAVKSLKPENQQEQSTNLSREIDILKALFHENIVRYKGICQEEGKLYGNTAFKLIMEYVPMGSLKDYLPRHKKDTSLATLLSYSVQICKGMEYLGSKNYIHRDLAARNVLVENERMVKIGDFGLTKSIKDNEGYYTVKDENDSPVFWYAPECLTQCKFYLASDVWSFGVTLYELITYCDSSKSPMTCFLDMIGRTQGQMTVMRLVKLLNDGRRLPRPDGCPEPVYELMRKCWEQKPDSRITFTGLIK

>HsJAK2_RefSeq_NP_004963.1

MGMACLTMTEMEGTSTSSIYQNGDISGNANSMKQIDPVLQVYLYHSLGKSEADYLTFPSGEYVAEEICIAASKACGITPVYHNMFALMSETERIWYPPNHVFHIDESTRHNVLYRIRFYFPRWYCSGSNRAYRHGISRGAEAPLLDDFVMSYLFAQWRHDFVHGWIKVPVTHETQEECLGMAVLDMMRIAKENDQTPLAIYNSISYKTFLPKCIRAKIQDYHILTRKRIRYRFRRFIQQFSQCKATARNLKLKYLINLETLQSAFYTEKFEVKEPGSGPSGEEIFATIIITGNGGIQWSRGKHKESETLTEQDLQLYCDFPNIIDVSIKQANQEGSNESRVVTIHKQDGKNLEIELSSLREALSFVSLIDGYYRLTADAHHYLCKEVAPPAVLENIQSNCHGPISMDFAISKLKKAGNQTGLYVLRCSPKDFNKYFLTFAVERENVIEYKHCLITKNENEEYNLSGTKKNFSSLKDLLNCYQMETVRSDNIIFQFTKCCPPKPKDKSNLLVFRTNGVSDVPTSPTLQRPTHMNQMVFHKIRNEDLIFNESLGQGTFTKIFKGVRREVGDYGQLHETEVLLKVLDKAHRNYSESFFEAASMMSKLSHKHLVLNYGVCVCGDENILVQEFVKFGSLDTYLKKNKNCINILWKLEVAKQLAWAMHFLEENTLIHGNVCAKNILLIREEDRKTGNPPFIKLSDPGISITVLPKDILQERIPWVPPECIENPKNLNLATDKWSFGTTLWEICSGGDKPLSALDSQRKLQFYEDRHQLPAPKWAELANLINNCMDYEPDFRPSFRAIIRDLNSLFTPDYELLTENDMLPNMRIGALGFSGAFEDRDPTQFEERHLKFLQQLGKGNFGSVEMCRYDPLQDNTGEVVAVKKLQHSTEEHLRDFEREIEILKSLQHDNIVKYKGVCYSAGRRNLKLIMEYLPYGSLRDYLQKHKERIDHIKLLQYTSQICKGMEYLGTKRYIHRDLATRNILVENENRVKIGDFGLTKVLPQDKEYYKVKEPGESPIFWYAPESLTESKFSVASDVWSFGVVLYELFTYIEKSKSPPAEFMRMIGNDKQGQMIVFHLIELLKNNGRLPRPDGCPDEIYMIMTECWNNNVNQRPSFRDLALRVDQIRDNMAG

>MmJAK2_Uniprot_Q62120

MGMACLTMTEMEATSTSPVHQNGDIPGSANSVKQIEPVLQVYLYHSLGQAEGEYLKFPSGEYVAEEICVAASKACGITPVYHNMFALMSETERIWYPPNHVFHIDESTRHDILYRIRFYFPHWYCSGSSRTYRYGVSRGAEAPLLDDFVMSYLFVQWRHDFVHGWIKVPVTHETQEECLGMAVLDMMRIAKEKDQTPLAVYNSVSYKTFLPKCVRAKIQDYHILTRKRIRYRFRRFIQQFSQCKATARNLKLKYLINLETLQSAFYTEQFEVKESARGPSGEEIFATIIITGNGGIQWSRGKHKESETLTEQDVQLYCDFPDIIDVSIKQANQECSNESRIVTVHKQDGKVLEIELSSLKEALSFVSLIDGYYRLTADAHHYLCKEVAPPAVLENIHSNCHGPISMDFAISKLKKAGNQTGLYVLRCSPKDFNKYFLTFAVERENVIEYKHCLITKNENGEYNLSGTNRNFSNLKDLLNCYQMETVRSDSIIFQFTKCCPPKPKDKSNLLVFRTNGISDVQISPTLQRHNNVNQMVFHKIRNEDLIFNESLGQGTFTKIFKGVRREVGDYGQLHKTEVLLKVLDKAHRNYSESFFEAASMMSQLSHKHLVLNYGVCVCGEENILVQEFVKFGSLDTYLKKNKNSINILWKLGVAKQLAWAMHFLEEKSLIHGNVCAKNILLIREEDRRTGNPPFIKLSDPGISITVLPKDILQERIPWVPPECIENPKNLNLATDKWSFGTTLWEICSGGDKPLSALDSQRKLQFYEDKHQLPAPKWTELANLINNCMDYEPDFRPAFRAVIRDLNSLFTPDYELLTENDMLPNMRIGALGFSGAFEDRDPTQFEERHLKFLQQLGKGNFGSVEMCRYDPLQDNTGEVVAVKKLQHSTEEHLRDFEREIEILKSLQHDNIVKYKGVCYSAGRRNLRLIMEYLPYGSLRDYLQKHKERIDHKKLLQYTSQICKGMEYLGTKRYIHRDLATRNILVENENRVKIGDFGLTKVLPQDKEYYKVKEPGESPIFWYAPQSLTESKFSVASDVWSFGVVLYELFTYIEKSKSPPVEFMRMIGNDKQGQMIVFHLIELLKSNGRLPRPEGCPDEIYVIMTECWNNNVSQRPSFRDLSFGWIKCGTV

>DrJAK2a_RefSeq_gi18858917_NP_571168.1

MMLANTENEQKQASGAALQVRLYCCRDEAGVISYPAGEYTAEELSVTAAKQCGVSPVHCALFGLMRERDRVWLPPNHIFKIEPSANETLLFRVRFYFPGWYGSGCSSARRYGLSRSSEAPVCDDITTAYLCAQWRSDFLSGAVSVPVSLEFQEECLGLAVLDIMRLAKEKGKSPVDIYNHSSYKSFLPKNMREHIQNQHLVTRKRIRFRFRRFLQQFGSCKAAPRELKLKYVVSLETLQPAFYSEHFRVSEASAGSVTIVVSGDRGIQWCRAAAPEPEDLQVYCDFSDVIDISIKQGTKDGSVENRIVTINRQDSQTLELEFQSLSEALSFVSLIDGYYRLTTDAHHYLCKEVAPPRLLEAIQINCHGPLSTEFAVSRLRRCEGQPGVYILRCSPKDYDRYFLSFMVEAEGQLELKHCLVLRSLSGEFVLSGARCSFSSLSELLARYQKEALRSDTHVFQLRRCCPPRSKDKSNLLVCRTHQGSEVCAPSSEHRLVNQMIFHKIHREDLQTTEGLGQGTFTQVFRGIRREVGDYGEVHKMEVVMKILDKSHRNYTESFFESASMMSQLSHKHLLLNYGICVCADEHIMVQEYVRFGSLDTYLKRNRNTINITWKLEVAKQLAWALHHLEEKSLTHGNVCARNVLVTREEDRKTGTPPFIKLSDPGISITVQPREILLERIPWVPPECVKDSRNLSLAADKWSFGTTLWEIYCGGEQPLAAYDTAKKLLFYEDKHQLPAPKWTELASVINSCMDYEPLHRPSFRALIRDLNSLYTPDYELLVESDTVPSRHRGPGLAGAFESQEPTQFQARHLIFLQLLGKGNFGSVEKCRYDPLQDNTGEVVAVKKLQHSTAEHLRDFEREIEILRSLQHENIVRYKGVCYSAGRNNLRLVMEFLPFGSLRDYLSKNRERFDHSKLLLYASQICKGMDYLAEKRYVHRDLATRNILVESEFRVKIGDFGLTKVLPQDKEYYTVREPGESPIFWYAPESLTESKFSVASDVWSFGVVLYELFTYSEKSCSPPAVFMEQMGEDKQGQMIVYHLIDLLKRNYRLPAPDGCPAEIHALMKQCWAPEPADRPLFRDLARTVEDIQDSQSG

>DrJAK2b_RefSeq_XP_690070.1_modified_manually annotated
MDFAISKLRKSGNQKGLFVLRCSPKDYNKYFLTLAFGGYGNVEYKHCLITRSESGNYNLSGTKKSFRSLQDLLKCYQKETVKSDGIVFQFSKCCSPRPKEKSSLLVCRSHRGLEVPLSSSLQRHNISQMVFHKIKKEDLELGESQGQGTFTKIFKGIRKEQGDYGETHKTEVIVKVLDKAHRNYSESFFEAASMMSQLTHKHLVLTYGICVCGDENIMVQEYVKFGSLDTYLKKNKSSVSVNILWKLEVAKQLAWAMLYLEEKSLAHGNVCAKNILLIREEDRALGNTPFIKLSDPGISITVLPREILVERIPWVPPECILDPKNLSLATDKWSFGTTLWEICSGGEQPLANMDNSKKHLFYENHHQLPAPKWTELANLINSCMDYEPTFRPSFKAIIRDLNSLFCPGQFTHYDRGLVLFFFYYEIVKESDIMPSRAAASIFNTGTFKNNEPVQFEERHLIFLQQLGKGNFGSVEMCRYDPLQDNTGEVVAVKKLQHSTTEHIRDFEREIEILKSLQHENIVKYKGVCYGAGRRNLRLVMEYLPYGSLRDYLHKTEIGLTTRNLFDSSEMLLCLQGMEYLATKRYIHRDLATRNILVESECRVKIGDFGLTKVLPQDKEYYKVKEPGESPIFWYAPESLTESKFSVASDVWSFGVVLYELFTYSDKLCSPPTVLTRRSPAELQLRMLRYLRDPPDGGYGWVVVASAFFIMGLTAAVLKNFGLFFLELQNYYSVLTSTTSLMTSTTIAVFHLDVRTPLASALSMHLSQRPVIMVGGLLAASGMIIASLGLSLPWMYLSVGVIQGLGVSFTWVPANSMVNHYFKRWRPIACAISSSGECVFGMAFSPFFQWLIESYSWRGALLVIGGLQLNLIVCGALMKPLQPVQTCRKAVLDSKEETRTSKKVTFQCSLIQRPELLIYIVFAIFAAAGFFIPPLFLVPYVNNLGMDQYWAASLLSVLSLADLLGRLGCGWLANLC

>FrJAK2a_Ensembl_NEWSINFRUT00000156501

MASVAAMETLADTCPAVHQNGTAQRDSHGAGPTVGVLRLHFYPSGHGAADSSFLSYPPGNYVAEELCIDAAKACSISPLYFSLFGLFRERDCLWFSPNHTFQLDELASEDVFFRIRYYFPRWYSGGASRAYRYGVAKGSESPVFDDYVMSYLFSQWRNDFVNGLVKIPSSHESQEECLGMAVLDMTRTAKESQLSPLDIYHTMSYKSFLPKEMRAQIQDCNFLTRKRIRFRFKRFIQQFSQCRTTVRDLKLKYLISMESLEKAFYTETFQVREQSKGQLIVLVAADSGIQWCREKLKDSDEELQSFCDFPDVTDISIKQASKEGATESRVVTINKQDGKNVELEFPSLSEALSFVSLIDGYYRLTTDAHHYLCKEVAPPRLVEAITSHCHGPISLEFAINRLQKCGNKQGLFILRCSPKDFNKYFLTFPVEVYDVVEFKHCQITRTDGGKFNLSGTKRNFSSLHELLGCYQNETVRSDSVVFQFSKCCPPKAKERSCLLVCRSNKGPDVPLSPSTNRHNISQMVFHKIRKEDLEFNESLGQGTFTKIFKGIRKELGDYGLMHQTEVVMKVLDQAHRNFSESFFEAASMMTQLSYKHLILNYGVCVCGEENIMVQEFVKFGSLDTYLKKNKNSVNILWKLEVAKQLAQAMNFLEEKHLVHGNVCAKNVLLIREDDWKAGNPPFIKLSDPGISITVLPKEILVERIPWVPPECLTDPANLSLAADKWSFGTTLWEICSGGEKPLASLDNTKKILFYEDRYQLPAPKWIELANLITSCMDYEPTFRPTFRAVIRDLHSLFTPDYELIVDSDILPNRTVGAGWSSGGFDSQEPAQFEERHLIFLQQLGKGNFGSVEMCRYDPLQDNTGEVVAVKKLQHGTAEHIRDFEREIEILKSLQHENIVKYKGVCYSAGRRNLRLIMEYLPFGSLRDYLMKNRERIDHKKLVHYSSQICKGMEYLSTKRYIHRDLATRNILVESESRVKIGDFGLTKVLPQDKEYYMVKEPGESPIFWYAPESLTESKFSVASDVWSFGVVLYELFTHSDRNSSPPTVFMSMMGNDKQGQLIVYHLIELLKSGSRLPPPLGCPTEMHEIMEQCWDKDPFLRPSFKELALSIDLFRENKEF

>FrJAK2b_Ensembl_NEWSINFRUT00000146700

MACILLPDMDSATISPTTPHNDVLPAQELASTLEPKQDPSAPCLTVHLYHQVKDSVGGGAKGSESTLTFPAGQYVAEELCINAAKACDIAPMYANLFALLRESDRTWVPPNHVFKASQSASENLHFRLRYYFPGWHNNGSLLYPHRYGTSKGTETPVMDDSVMAYLFLQWRSDFLNGRVNVPGSHEAQEECLGMAVLDMMRLAKETNQSPVSICSSTSYKTFLPRGMQDRIQEYNMLTRKRIRYRFCKFIQHFSECKATVANLKLKYLMSLEMLLPSLYSERFQVADLSAREVTIVVTGNGGIQWSTGSAEEVEVRSRATVSRGGSCGVFTRCPLLLQELETYCDFPEVIDISVKQASAEGSVESRVVTITKQDNKMLELEFSALSQALSFVSLVDGYHRLVADAHHYLCKEVAPPRLLECLQSRCHGPLSMDFTLSKLRCAGNYQGLFILRCSPRDYDKYYLRALTVAFQHEGALDYKHCQIVKTEDGQFILSGAKRSCGSIRELLHCYQREALRADGYTFQLSRCCPPSMKDKSNLLVCRNNQGAEVSLPPSPHTHISQMVFHKIRREDLVLNESLGQGTFTKIFRGVRKELGDYGEVHQMDVVVKILDKTYRNFSESFYEAASMMSQISHKHLLLSYGVCVCGDENMMVQEYGKFGSLDTYLKKNKSRVNITWKLEVAKQLSWAMHYLEDKNLIHGKVCAKNVILIREEDRTTGSLPFIKLSDPGISVGVLPREILVDHIPWVPPECIDNPQNLSLAADKWSFGTTLWEICSSGDKPLSTLDSSKKRLFYEDRHQLPAPKWTELANLINSCMDYEPSHRPSFRAIIRDLNSLFTPDYELLVESDMVPNRTKGSGFPWASENQEPTQFEERHLIFIKQLGKGNFGSVEMCRYDPLQDSTGEVVAVKKLQHSTAEHLRDFEREIEILKSLHHENIVKYKGVCYSAGRRNLRLIMEYLPYGSLRDYLIKHRERFQPAKLLLYASQICKGMDYLAGKRYIHRDLATRNILVESEMRVKIGDFGLTKVLPQDKEYYTVREPGESPIFWYAPESLTESKFSVASDVWSFGVVLYELFTYSDKTCSPPAVFMEKMGKEKQGQMIVYHLIDLLKQGYRLPAPDSCPAEIHTIMMECWSSNLGLRPSFNSLMHRVEAVRGSL

>TnJAK2a_Ensembl_GSTENT00028984001

IRYYFPGWYSGGASRAYRYGVAKGSESPVFDDCVMSYLFSQWRNDFVNGFVKIPSSHEIQEECLGMAVLDMTRTAKERQLSPLDIYHTMSYKSFLPKEIRAQIQDCNFLTRKRIRFRFKRFIQQFSQCRTTVRDLKLKYLISMESLEKAFYTETFQELQILCDFPDVTDISIKQASKEGATESRVVTINKQDGKNLELEFPSLSEALSFVSLIDGYYRLTTDAHHYLCKEVAPPRLVEAITSHCHGPISLEFAINQLQKCGNKQGLFILQCSPKDFNKYFLTFPVEVYGTVEFKHCQITRSECGQFNLSGTKRNFSSLHELLSCYKNETVRSDSVVFQFSKCCPPKAKERSCLLVCRTNKGPEVPLSPSTNRHNISQMVFHKIRKEDLEFNESLGQGTFTKIFKGVRKELGDYGLMHQTEVVMKVLDQAHRNYSESFFEAASMMTQLSHVHLILNYGVCVCGEENIMVQEYVKFGSLDTYLKKNKNSVNILWKLEVAKQLAQAMNFLEEKNLVHGNVCAKNVLLIREDDWRAGNPPFIKLSDPGISITVLPKEILVERIPWVPPECVNDPANLSLAADKWSFGTTLWEICSGGEKPLASLDNTNGNFGSVEMCRYDPLQDNTGEVVAVKKLQHGTAEHIRDFEREIEILKSLQHENIVKYKGVCYSAGRRNLRLVMEYLPFGSLRDYLIKNKERIDHKKLVHYSSQICKGMEYLSGKRYIHRDLATRNILVESESRVKIGDFGLTKILPQDKEYYMVREPGESPIFWYAPESLTESKFSVASDVWSFGVVLYELFTHSSRNSSPPTVFMSMMGNDKQGQLIVYHLIELLKSGSRLPQPLDCPTEIHEIMEQCWDNDPYLRPSFKELALSIDLFREHK

>TnJAK2b_Ensembl_GSTENT00008670001

MRERIREYNFVTRKRIRYRFHRFIQQFGECKVAVGNLKLKYLMSLEMLLPSLYSERFRVTDRKGRQVAIVVTGNGGIQRSMGTEEGAEGVRGGADSGQRAAPLPPHAPCAPAAGAADLLRLLGGDRHGRPTGQQGGIVGGPRGHRHQAGQPDSGGGVQPAVGGAVLRLPGGRILPPGGRRPPLPLQRGGSAPASGVPAELLSRPSVVSRTPVSHTRTHARRSPIFCCSGNRMEFTLSKLRCYGNYQGLYILRCSPRDYDKYYMSFVVGHEGALDYKHCQIVKTEAGHFLLSGAKKSYGSIRDLLHCYRKEASAHRRLHLPAQQGLPPQPERSAEATADKSNLLVCRNSQGAEVALAPCLHTHNISQMVFHKIRREDLVLDNSLGQGTFTKIFRGVRKELGDYGEVHQMDVVVKILDKAHCNFSEVSLSAKSRFFGSEEKPSGLFSLQSFYEAASMMSQLSHKHLLLSYGVCVCGDESKYMMVQEYGKFGSLDTYLKKKKGCVNITWKLEVAKQLSWAMHYLEDKNLVHGNLCAKNVLLIREEDRMSGSPPFVKLSDPGISVGVLPLDVLADRIPWVPPECIENPQNLSLAADKWSFGTTLWEICSGGKKPLSTLDSSKKRLFYEDRHQLPAPKWTELANLIHSCMDYEPLHRPSFKAVIRDLNSLFTPDYELLVDSDIVPNRTRGSGFPWASESQEPTQFEERHLIFIKQLGKVRSSHAHTHTGGKITCRVSPPQGNFGSVEMCRYDPLQDSTGEVVAVKKLQHSSTEHLRDFEREIEILKSLHHENIVKYKGVGYSAGRRNLRLIMEYLPYGSLRDYLIKHRERFGPSTLLLYASQICKGMDYLAAKRYIHRDLATRNILVESEMRVKIGDFGLTKVLPQDKEYYTVREPGESPIFWYAPESLTESKFSVASDVWSFGVVLYELFTYSDKNCSPPMVFMERMGKEKQGQMIVYHLIDLLKQGYRLPTPESCPAEIHAIMLECWNSDLELRPSFKALIHSVEAARGGLSR

>HsJAK3_RefSeq_NP_000206.2

MAPPSEETPLIPQRSCSLLSTEAGALHVLLPARGPGPPQRLSFSFGDHLAEDLCVQAAKASGILPVYHSLFALATEDLSCWFPPSHIFSVEDASTQVLLYRIRFYFPNWFGLEKCHRFGLRKDLASAILDLPVLEHLFAQHRSDLVSGRLPVGLSLKEQGECLSLAVLDLARMAREQAQRPGELLKTVSYKACLPPSLRDLIQGLSFVTRRRIRRTVRRALRRVAACQADRHSLMAKYIMDLERLDPAGAAETFHVGLPGALGGHDGLGLLRVAGDGGIAWTQGEQEVLQPFCDFPEIVDISIKQAPRVGPAGEHRLVTVTRTDNQILEAEFPGLPEALSFVALVDGYFRLTTDSQHFFCKEVAPPRLLEEVAEQCHGPITLDFAINKLKTGGSRPGSYVLRRSPQDFDSFLLTVCVQNPLGPDYKGCLIRRSPTGTFLLVGLSRPHSSLRELLATCWDGGLHVDGVAVTLTSCCIPRPKEKSNLIVVQRGHSPPTSSLVQPQSQYQLSQMTFHKIPADSLEWHENLGHGSFTKIYRGCRHEVVDGEARKTEVLLKVMDAKHKNCMESFLEAASLMSQVSYRHLVLLHGVCMAGDSTMVQEFVHLGAIDMYLRKRGHLVPASWKLQVVKQLAYALNYLEDKGLPHGNVSARKVLLAREGADGSPPFIKLSDPGVSPAVLSLEMLTDRIPWVAPECLREAQTLSLEADKWGFGATVWEVFSGVTMPISALDPAKKLQFYEDRQQLPAPKWTELALLIQQCMAYEPVQRPSFRAVIRDLNSLISSDYELLSDPTPGALAPRDGLWNGAQLYACQDPTIFEERHLKYISQLGKGNFGSVELCRYDPLGDNTGALVAVKQLQHSGPDQQRDFQREIQILKALHSDFIVKYRGVSYGPGRQSLRLVMEYLPSGCLRDFLQRHRARLDASRLLLYSSQICKGMEYLGSRRCVHRDLAARNILVESEAHVKIADFGLAKLLPLDKDYYVVREPGQSPIFWYAPESLSDNIFSRQSDVWSFGVVLYELFTYCDKSCSPSAEFLRMMGCERDVPALCRLLELLEEGQRLPAPPACPAEVHELMKLCWAPSPQDRPSFSALGPQLDMLWSGSRGCETHAFTAHPEGKHHSLSFS

>MmJAK3_Uniprot_Q62137

MAPPSEETPLIPQRSCSLSSSEAGALHVLLPPRGPGPPQRLSFSFGDYLAEDLCVRAAKACAILPVYHSLFALATEDFSCWFPPSHIFCIEDVDTQVLVYRLRFYFPDWFGLETCHRFGLRKDLTSAILDLHVLEHLFAQHRSDLVSGRLPVGLSMKEQGEFLSLAVLDLAQMAREQAQRPGELLKTVSYKACLPPSLRDVIQGQNFVTRRRIRRTVVLALRVWSPARPTATAHGQVYLDLERLHPAATTETFRVGLPGAQEEPGLLRVAGDNGISWSSGDQEVLGLGLRSGVRGEAWRLVKKPVRTIRKVASPGRADCTTGQGGGVNLKVGPGMELPQGLTWGVTRRVRLDRGRGRTEGDSMDWISGHDPTRPVFSPLTSSPPPHKWRWEGGRRGGCAGSRSVIPWLLSLFLFFFFNGFARQGFSYSSGCPGTHFVRPGWPRTQKSACLCLSSAVIKGRVPLRRYCLSFLPQLFQTFCDFPEIVDVSIKQPTCGSGREHRLVTVTRMDGHILEAEFPGLPEALSFVALVDGYFRLICDSRHYFCKEVAAPRLLEEEAELCHGPITLGASWGQQWGWGWAARTVLGWTWLLSWPRLDFAIHKLKAAASLPGTYILRRSPQDYDSFLLTACVQTPLGPDYKGCLIRQDPSGAFSLVASASPTEACGSCLQLLEFGLRVDGAALNLTSCCAPRPKEKSNLIVVRRGCTPAPAPGCSPSCCALTQLSFHTIPTDSLGHENLGHGSFTKIFRGRRREVVDGETHDSEVLLKVMDSRHRNCMESFLEAASLMSQVSYPHLVLLHGVCMAGDSIMVQEFVYLGAIDMYLRKRGHLVSASWKLQVTKQLAYALNYLEDKGLPHGNVSARKVLLAREGGDGNPPFIKLSDPGVSPTVLSLEMLTDRIPWVAPECLQEAQTLCLEADKWGFGATTWEVFSGGPAHITSLEPAKKLKFYEDQGQLPALKWTELAGLITQCMAYDPGRRPSFRAILRDLNGLITSDYELLQTPHLASRVLEMSCAWRPALCLPGPRHIEERHLKYISLLGKGNFGSVELCRYDPLDNTGPLVAVKQLQHSGPDQQRDFQREIQILKALHSDFIVKYRGVSYGPGRQSLRLVMEYLPSGCLRDFLQRHRAALHTDRLLLFAWQICKGMEYLGARRCVHRDLAARNILVESEAHVKIADFGLAKLLPLGKDYYVVREPGQSPIFWYAPESLSDNIFSRQSDVWSFGVVLYELFTYCDKSCSPSAEFLRMMGPEREGPPLCRLLELLAEGRRLPPPPTCPTEVQELMQLCVAPSRTTGQPSAP

>DrJAK3_Ensembl_ENSDART00000049469

LMKSERAGSQRSSCDSALQVHLYYSPSLNSETTFSIPTGHVTAESVCVLAAKASGILPVYHNLFALASEDLSYWYPPNHLFKSEEPVKVYYRVRFFFSSWFGQESRASYRFSLSKGRIFAVLDYAVIDYVFAQSRSDFVTGCGGISPALSLQQECLGLAVLDLWRLAKERNQSLAEICNTTSYKSCLPETHRQDIQRMNRLARYQIRKTLKRFLKKLGKCSAGERSLKLKYLMKLSELEPDYGSESFPLHHSGWLEQSEQQRVLAVKVSGEGGIQIQKTDRQEWQTFCDFPQIIDISIKRLCQEQMPLEGRVVTLTRQDDQCMEEAEFQTLTDALSFVSLVDGYFRLTTDSTHYFCAEVAPPSLLEDIQNYCHGPITSEFAVHKLKKAGGKNGMFLLRHSPKEFDKYFLTVCIQTPLGMDYKDCLIEKNEKFSLAGIHNSFINLKQLIDFYQLSTLYVSDIPVTLGKCCPPRAKELTNMIIIRNSSMTEIPSSPTLQRHKPSHMQFHMIKHEDLIWSESLGQGSFTHIFRGSKIDQRDGGTHSTEVLLKVLDANHKNCWESLFEAASLMSQISHRHLLLVYGISVHKSKNIMVQEFVKHGALDLYLKRSMCVSVSWKLDVAKQLACALNFLEEKNIAHGNICAKNLLLVREGDSPFIKLSDPGVSMSLLGKDVVLDRIPWVAPEVLDTLEIELECDKWSFGTTLWEIFNGGEAPLQGLDLMQKLQFYENFSNLPTLEWTELAELISHCMQYQPELRPSCRSIIRQLNSLITSVDYEILHATDTLPESNGFWKKLNIFKKQQEDVFEERYLRFISVLGKGNFGSVELCRYDPWGDNTGELVAVKELQSNKQATMADFQREIQTISSLHCDYIVKYKGICYSTGRLSTKLVMEYLPYGSLIGYMEKHRHNVGNRKLLLFASQICKGMEYLQSMRYVHRDLAARNILVASDNLVKIADFGLTKIIPVDKEYYRVTQPGESPVFWYAPESISELKFSHKSDVWSFGIVLHELFSYCDISQNPKKLCIQKIGRYVHSPSMAIHLLTLLKNNWRLPAPAQCPLKVHSIMMQCWEFNSENRPSFSSLKDLIENSLLDEREG

>FrJAK3_Ensembl_NEWSINFRUT0000013979

MDPTEEESTPLVIRDRGGSQRSSSSTGANLQVHLYFVPATKKSTTIHISSGPISAEAVCMQAGEKSGILPVYIGLFGLASADLSFWYPPSHVFNTEENLQVCFRVRFFFGNWFDQGPRTACRHSLTRDRTSPVLDHSGIAYLFAQLRSDFTTGEAGLSPPLTNQDECLGLAVLDLWRLAKEKRQSVKDLCKSVSYKSCLPKSHRADIEKRNWVERYRIRNTLKHFLKKIGNCPVDDCNLKLMYLTELAGIQPSLGSETFHVDPSSPHSSSRSAVSLVRVTGESGIQTSESCDGPVWQTFCDFKEITDISIRRICRDQVPHDSRMVTMTRKDDACLDVEFQSLKEALSFVSLVDGYFRLTTDSTHYFCHDIAPPSTLEGIENHCHGPITSEFAVSKLKKSGSEGGTFLLRQSPKAYGEFFLTVCIQTPLGPDYKDCLIIKNEHYSLPGVRKSFSSLKELTGYYQQNKLLLADVPVKLSRCCPPRSQELTNLIIMRNSSFVEAQLSPTLEGNKLSHIQFQMIKYEDLQWGESLGQGSFTRLFKGYKSDMRNGGKYMSIFLKELDVSHRNLWESFFEAASLMSQISHKHLILTHGVSVHGVKNIIVQEFMEYGALDLYLKRGRSVSVSWKLDVAKQLASVLNFLEQNNIIHGNICAKNLLLAREGDPSKSVPPFIKLSDPGISVMMLGKDVVVDRIPWVAPEVLLSPDNMTLECDKWSFGATLWELFNNGNNPLLGWDLDMKFYESFQQLPPSQWTELADLINQCMDYQADFRPSCRSIIRQLNSLITSDYVILFATEPDTENPAWRALGPSQQEQAGFEERHLRYISLLGKGNFGSVELCCYDPLGDNTGELVAVKKLQPSKQSSMDDFKKEVKTLSVLHCEYIVKYKGVCYSMGRLSMSLVMEYLPYGSLIGYLENNRHKVNTRRMLLFASQICKGMEYLQSLRFVHRDLAARNILVASESLVKIGDFGLTKIIPCNKEYYRVTQPGESPIFWYAPESITESRFSHESDVWSFGVVLHELFSYCDINSNPKRLFMQEIGHNMQTPSISLHLANILKNNWRLPAPPDCPPKVYGMMKECWQYNFTERPCFSLLGNQIEVIMQDERDNFKG

>TnJAK3_Ensembl_GSTENT00019101001

AENVCIQAGKKSGILPVYIGLFGLASADLSFWYPPSHMFNTEENLHVCFRVRFFFGNWFDQGPRTACRYSLTRDRTSPVLDHSGIAYLFAQLRTDFTSSEAGLSPPLTTQDECLGLAVLDLWRLAKEQQSSVKDLCKSVSYKSCLPKSHRVDIEKRNWVERFRIRNTLKHFLKKFGSCAVDDCNLKLMYLTALAGIQPSLGSETFHVDPSSSCLNSRSAVSLVQVTGEIGIQTSEGCEGVVWQTFCDFKEITDISIKRICREQVPNDSRMVTITRKDDACLEVAFQSLKEALSLVSLVDGYFRLTTDSTHYFCQDTAPPSILEGIKNHCHGPITSEFAVNKLKKWGSEDGTFLLRQSPKTYGEFFLTVCLQTPLGLDYKDCLVIKNKHYSLPGVSKSFSSLKELTVYYQQNKLLLADVPVRLSRCCPPRSQELTNLIIMRNSSFVEAQLSPTLEGNKLIHIQFQMIKYEDLQWGESLGQGSFTRLFKGYKSNLSEGGKRVSVFLKELDVNHRNLWESFFEAASLMSQFSHKHLILVYGVSVSGVKNIMVQEFVEYGALDLYLKRGRSVSVSWKLDVAKQLASVLTFLEQNNIVHGNICAKNLLLAREGDPSQSIPPFIKLSDPGISVLMLGKDVIVDRIPWVAPEVLASPENLTLESDKWSFGATLWELFNNGNNPLLGWDLDMKQKFYESFQQLPPSQWTELADLINQCMDYQADFRPSCRSIIRQLNSLITSDYVILFATEPDTQNPAWRALTPSQQEQTVFEERHLRYISLLGKGNFGSVELCCYDPLGDNTGELVAVKKLQPSKKSSMEDFKKEVKTLSVLHCEYIVKYKGVCYSMGRLSMGLVTEYLPYGSLIGYLENNRHKVDTRRMLLFASQICKGMEYLQSLRFVHRDLAARNILVASESLVKIADFGLTKIIPCNKEYYRVTQPGESPIFWYAPESINESRFSHESDVWSFGVVLYELFSYCDINSNPKRLYMQQIGHNVQTPSISLHLANILKSNWRLPAPPDCPAKV

>HsTyk2_Uniprot_P29597

MPLRHWGMARGSKPVGDGAQPMAAMGGLKVLLHWAGPGGGEPWVTFSESSLTAEEVCIHIAHKVGITPPCFNLFALFDAQAQVWLPPNHILEIPRDASLMLYFRIRFYFRNWHGMNPREPAVYRCGPPGTEASSDQTAQGMQLLDPASFEYLFEQGKHEFVNDVASLWELSTEEEIHHFKNESLGMAFLHLCHLALRHGIPLEEVAKKTSFKDCIPRSFRRHIRQHSALTRLRLRNVFRRFLRDFQPGRLSQQMVMVKYLATLERLAPRFGTERVPVCHLRLLAQAEGEPCYIRDSGVAPTDPGPESAAGPPTHEVLVTGTGGIQWWPVEEEVNKEEGSSGSSGRNPQASLFGKKAKAHKAVGQPADRPREPLWAYFCDFRDITHVVLKEHCVSIHRQDNKCLELSLPSRAAALSFVSLVDGYFRLTADSSHYLCHEVAPPRLVMSIRDGIHGPLLEPFVQAKLRPEDGLYLIHWSTSHPYRLILTVAQRSQAPDGMQSLRLRKFPIEQQDGAFVLEGWGRSFPSVRELGAALQGCLLRAGDDCFSLRRCCLPQPGETSNLIIMRGARASPRTLNLSQLSFHRVDQKEITQLSHLGQGTRTNVYEGRLRVEGSGDPEEGKMDDEDPLVPGRDRGQELRVVLKVLDPSHHDIALAFYETASLMSQVSHTHLAFVHGVCVRGPENIMVTEYVEHGPLDVWLRRERGHVPMAWKMVVAQQLASALSYLENKNLVHGNVCGRNILLARLGLAEGTSPFIKLSDPGVGLGALSREERVERIPWLAPECLPGGANSLSTAMDKWGFGATLLEICFDGEAPLQSRSPSEKEHFYQRQHRLPEPSCPQLATLTSQCLTYEPTQRPSFRTILRDLTRLQPHNLADVLTVNPDSPASDPTVFHKRYLKKIRDLGEGHFGKVSLYCYDPTNDGTGEMVAVKALKADCGPQHRSGWKQEIDILRTLYHEHIIKYKGCCEDQGEKSLQLVMEYVPLGSLRDYLPRHSIGLAQLLLFAQQICEGMAYLHAQHYIHRDLAARNVLLDNDRLVKIGDFGLAKAVPEGHEYYRVREDGDSPVFWYAPECLKEYKFYYASDVWSFGVTLYELLTHCDSSQSPPTKFLELIGIAQGQMTVLRLTELLERGERLPRPDKCPCEVYHLMKNCWETEASFRPTFENLIPILKTVHEKYQGQAPSVFSVC

>MmTyk2_Uniprot_Q9R117

MPLCGRRAILEDSKADGTEAQPLVPTGCLMVLLHWPGPEGGEPWVTFSQTSLTAEEVCIHIAHKVGITPPCLNLFALYNAQAKVWLPPNHILDTSQDMNLYFRMRFYFRNWHGMNPQEPAVYRCGFPGAETSSDRAEQGVQLLDSASFEYLFEQGKHEFMNDVVSLRDLSSEEEIHHFKNESLGMAFLHLCHLALSRGVPLEEMAREISFKNCIPHSFRQHIRQHNVLTRLRLHRVFRRFLRAFRPGHLSQQVVMVKYLATLERLAPRFGSERIPVCHLEVLAQPERDPCYIQNSGQTAGDPGPELPSGPPTHEVLVTGTGGIQWHPLQTQESERGNSRGNPHGSRSGKKPKAPKAGEHLTESPQEPPWTYFCDFQDISHVVLKERRVHIHLQDNKCLLLCLCSQAEALSFVALVDGYFRLTADSSHYLCHEVAPPRLVTSIQNGIHGPLMDPFVQAKLWPEDGLYLIQWSTSHLHRLILTVAHRNPAXSNGPRGLRLRKFPITQQPGAFVLDGWGRSFASLGDLRLALQGCSLRAGDDCFPLHXCCLPRPREISNLVIMRGSRAHTRPLNLSQLSFHRVHQDEITQLSHLGQGTRTNVYEGLLRVGGPDEGKVDNGCPPEPGGTSGQQLRVVLKVLDPSHHDIALAFYEXASLMSQVSHMHLAFLHGVCVRGSENIIVTEFVEHGPLDVWLRRQRGQVPMTWKMVVAQQLASALSYLEDKNLVHGNVCGRNILLARLGLEEGTNPFIKLSDPGVGQGALSREERVERIPWTAPECLSGGTSSLGTATDMWGFGATLLEICFDGEAPLQGRGPSEKERFYTKKHQLPEPSCPELATLTRQCLTYEPAQRPSFRTILRDLTRLQPQNLVGTSAVNSDSPASDPTVFHKRYLKKIRDLGEGHFGKVSLYCYDPTNDGTGEMVAVKALKEGCGPQLRSGWQREIEILRTLYHEHIVKYKGCCEDQGEKSVQLVMEYVPLGSLRDYLPRHCVGLAQLLLFAQQICEGMAYLHAQHYIHRDLAARNVLLDNDRLVKIGDFGLAKAVPEGHEYYRVREDGDSPVFWYAPECLKECKFYYASDVWSFGVTLYELLTYCDSNQSPHTKFTELIGHTQGQMTVLRLTELLERGERLPRPDRCPCEIYHLMKNCWETEASFRPTFQNLVPILQTAQEKYQGQVPSVFSVC

>DrTyk2_Ensembl_ENSDART00000041102

LSYKKGEVTAEDLTTEAAKAVGITPVCHALFALYDPASLCWYSPNHNFNAENQSGLLLHFRLRFYFHKWHGLGENAPEVGRYALRTSAGTQQATSHLLELSALEYLFAQAKYDFVNDLVPLNAVSGEEEIGRYQNECLGMAVLHLSYTALQTGSSLQDVAKQTSFLRCIPLSFSRHIAKQNILTRFRIRRVFAHFVNTFQQHTVGVGKLGSQEVMYKYLSTLERLAPHFGVETFPVFHLDLRADGGDSGSYLITSRTQNPPEETINEPTHEIRVSGSDGIWWRKFSAQRVELYSEMCPTFQSQSDDYSHSQNKETAALNEEEDWNIFCDFPEISLIAIQGINVCISRQDNMSMDISLDSSIQARSLVSLLDGYFRLTTDAHHYLCREVAPPRVVLSESNDLHGPLMDEFVLQKLKREVEEGAFLVRWSALDYHRIILASIQTVSLELHEEGENPVYKQFRIRQNGSLFHLEGWDQDFSSIKELTSSLKTFVLKSGEDSFTLKKCCLPKPGELSNLLIIRKGAKSSIKSASETPDLSKLSFNPIKDKEITKEQHLGRGTRTNIYSGWLKIRGSLEDEDDESNNNHCKTKGIRVVLKILEQSQKDKALAFFETASLMSQVSHCHLIFVHGLSVKGTENIMVEEFVEFGPLDVFLHRERAHVSPQWKFTVAKQLASALCYLETKRLVHGNVCGKNILVVRKGLEEGTSPFVKLSDPGISLSALSQGERVERIPWIAPECVADGTRIGSAADKWSFGATLLEICNNGDLHVSNSTLSEKQRFYETQSRLAVPSSQELASFISRCLTYDAAARPSFRTILRELTEIQIKTPAIYIYIYIYKDPSVFYKRYLRKIRDLGEGHFGKVMLYVYDPHNDGTGEYVAVKALKQEGDGSSLHVSWMKEIEILKSLYHNNIVKYKGCCTEMGGQVVQLIMEYVPLGSLREYMPKYGQGIGQGLLFAQQICLGMDYLHSKRYIHRDLAARNVLLENEGVVKIGDFGLTKYIPEGDIYYRVREDGDSPVFWYAI

>FrTyk2_Ensembl_SINFRUT00000147740

MSRSSSKRSKGDLFPGTVQPPRCKGIHVYLFCTKEGGTYLSHTSGDVTAEELCFLAAKAVGITPLCHVLFALYNPLATCWYSPSHTFTTEVHSTLVLHYCMRYYFRNWHGLNENEPTVSRYPLKSKTEKELLSLFDVRSLDYLFSQAKYEFVNKIVHMEDMKTEEEISSFKNESLGMAVLHMSHQALQTGSTLQEVAKKHSYLDCIPKCFAKHISKDNFLTKIRIRRVFADFVQTFQEHTVENGRLDTQKIMYKYISTLERLEPNFGIEIFHVSHLNLRETWEESGSLPNKTHPQCDCRAPATHEIMVNGNKGISWRISTQKAQSPQPDTPNDWTAFCDFPEIAHIAITETNVCISTQDNHCMEVQMSSTQEAHSFISLLDGYYRLTADAHNYLCHDLAPPRVLLNEANGLHGPMHGCFALQKLKKEAAEEGAYLICWSAVNYENLVLIVHNKNKNGSAQNHKQFQIKLKGSKFCLDGWDLQYSSVRELMDSLKNFVLMSGSESFTVKKCCLPRHGELSNLLVMRTPFQPSSKTSRVQVPYIPDKDLVQGQHLGSGPITNIYRGLLLVHGGGDNGEEDKFNNNASSQTGIPVVLKILNPNHDELSLTFIESVGTMSQVSHRHLVHVHGLSVKEHQHIMVEEFVKFGPLDVFLHKEKASISGRWKFIVAIQLASALSYLENKQLIHGNVCARNILLARCGLDTGTAPFIKLSDPGIPISALEREERLERIPWIAPECIDGGESNQSATDQWSFGATFLEICYNGTLPISTSSEKERFYQQKGRLPVLSSQEVSNFINTCLAYDPMDRPSFCIVLRELSEFMNKNLDISPSETLPDTGQGIFNKRFLKEIEDLGEGNFGKVTLCLYDPANDGSGEHVAVKALKQENGNIAGWIKEIEVLKSLDHCNIVKYKGCCSERGGQGLQLIMEFLPQGSLAKYLPKHKPHQSQLLIFAQQICQGMDYLHSKRYVHRDLAARNILLDRNTQVKIGDFGLTKCIPEGASYYRVSENEDSPVYWFAVECLKDNKFSFASDVWAFGVTLYEIFSYCNSKQSPPKKFNEMLEKPSKMSQMLLISLLEKQKRLPCPKNCPLEVRMIMERCWATEPQQRPAFISLIEKFGDV

>TnTyk2_Uniprot_Q9PWD1

MPRSSFKRSKGNTLPGTAKPPQCQGIHIYLFCTKEGGRYLSHTSGEITAEDLCFLAAKAAGITPICHGLFTLFNPLSSCWYSPNHVFTTEVHSNLVLHYRMRYYFQNWHGLNKNEQSVVRKSLKSKTEEEALPLFDGNSLDYLFSQAKYEFVNKIVPMEDMKTEEEISCFKNESLGMALLHMSHQALQTGCTLQAVAKKMSYLDCIPKCFAKHIAKDNFLTKVRIQRMFADSVRTFQEHTVDKGRLGMQKTMFKYISTLERLVPSFGVESFYVSHLNLREAWEESGSLHTHAPCEDRAAATHEIMVNGNKGIWWRISIQTEQAATQPHKDTPHKWNVFCDFPEITHIVISEANVCISTQDNHCMEVQMSSSQEARSFISLLDGYYRLTADAHHYLCHDVAPPRVLLNKANGLHGPMHIYFALQKLKKEAAEVKAFLICWSPVNYDRLILVVLNKNENGQAQDHKQFQIQHKDSKFCLDGWNREFSSVKELTDSLKSLVLISGSESLTIKKCCLPRHGELSNLLVLRAPLQPLSNKTQVQVRHIKETEIVQGRHLGCGTKTNIHKGSLQVRSTEDGDQENEFNNNSSGLDIPVVLKIPHQNLEVSLAFIETVGIMGQLSHSHLVRVHGLSVLKHIMVEEWVKFGPLDVFLHREKASVSAHWKLIVAMQLASALRYQESKQLVHGNVCLKNILVARHGLEEGCTPCIKLSDPGIAMSVLTREERLERIPWIAPECIDGGVSIRSNPDQWSFGATFLEICYNGNLPMSTITLSEKERFYQQKGRLPVLSSKTVSNFINTCLAYDPTERPSFRIELRELSEFMKTTPDLSPSETLPYTGHRIFHKRFLKMQQVLGEGNFGKVILYRYDPANDDTGELVAVKTLKRENGNTEGWIKEINVLKSLDHRNIVKYKGCCSEGGGQGLLLIMEFLPLGSLLKYLPKNKLNLSQLMIFAQQICEGMEYLHSKRYIHRDLATRNVLLDRDRLVKIGDFGLTKHIPTGELYYRVSENGENPVFWFAVECLKENKFSFASDVWSFGVTLYEILTHCDPKQSPRKKFEEMLEPKSLINQVPLIELLEKKMRLPCPKNCPQEVRIIMEQCWAAEPKQRPSFRSLIEKFQEMCHGEKFS

>HsIRAK1_Uniprot_P51617

MAGGPGPGEPAAPGAQHFLYEVPPWVMCRFYKVMDALEPADWCQFAALIVRDQTELRLCERSGQRTASVLWPWINRNARVADLVHILTHLQLLRARDIITAWHPPAPLPSPGTTAPRPSSIPAPAEAEAWSPRKLPSSASTFLSPAFPGSQTHSGPELGLVPSPASLWPPPPSPAPSSTKPGPESSVSLLQGARPFPFCWPLCEISRGTHNFSEELKIGEGGFGCVYRAVMRNTVYAVKRLKENADLEWTAVKQSFLTEVEQLSRFRHPNIVDFAGYCAQNGFYCLVYGFLPNGSLEDRLHCQTQACPPLSWPQRLDILLGTARAIQFLHQDSPSLIHGDIKSSNVLLDERLTPKLGDFGLARFSRFAGSSPSQSSMVARTQTVRGTLAYLPEEYIKTGRLAVDTDTFSFGVVVLETLAGQRAVKTHGARTKYLKDLVEEEAEEAGVALRSTQSTLQAGLAADAWAAPIAMQIYKKHLDPRPGPCPPELGLGLGQLACCCLHRRAKRRPPMTQVYERLEKLQAVVAGVPGHSEAASCIPPSPQENSYVSSTGRAHSGAAPWQPLAAPSGASAQAAEQLQRGPNQPVESDESLGGLSAALRSWHLTPSCPLDPAPLREAGCPQGDTAGESSWGSGPGSRPTAVEGLALGSSASSSSEPPQIIINPARQKMVQKLALYEDGALDSLQLLSSSSLPGLGLEQDRQGPEESDEFQS

>MmIRAK1_Uniprot_Q99J34

MDALEPADWCQFAALIVRDQTELRLCERSEQRTASVLWPWINRNARVADLVHILTHLQLLRARDIITAWHPPAPVVPPSTAAPRPSSISAGSEAGDWSPRKLQSSASTFLSPAFPGSQTHSESELLQVPLPVSLGPPLPSSAPSSTKQSSPESPVSGLQRAHPSPFCWPFCEISQGTCNFSEELRIGEGGFGCVYRAVMRNTTYAVKRLKEEADLEWTMVKQSFLTEVEQLSRFRHPNIVDFAGYCAESGLYCLVYGFLPNGSLEDQLHLQTQACSPLSWPQRLDILLGTARAIQFLHQDSPSLIHGDIKSSNVLLDERLMPKLGDFGLARFSRFAGAKASQSSTVARTSTVRGTLAYLPEEYIKTGRLAVDTDTFSFGVVILETLAGQRAVRTQGAKTKYLKDLIEDEAEEAGVTLKSTQPTLWVGVATDAWAAPIAAQIYKKHLDSRPGPCPPQLGLALAQLACCCMHRRAKKRPPMTQRQNSQHSLLALWLYLGRCSVELSGKGLLLCWMSLRSQEQVYKRLEGLQAGPPWELEVAGHGSPSPQENSYMSTTGSAQSGDEPWQPLVVTTRAPAQAAQQLQRSPNQPVESDESVPGLSATLHSWHLTPGSHPSPASFREASCTQGGTTRESSVRSSPGFQPTTMEGSPTGSSSLLSSEPPQIIINPARQKMVQKLALYEEGVLDSLQLLSSGFFPGLDLEPEKSQGPEESDEFQS

>DrIRAK1_Ensembl_ENSDART00000035931

MSGTEFDKVLLYNLSASVMNDFTRVMDSLSNSDWISFASQIISDQTELRLLEQSPRRTSNLMHNWGCRNGTVGALLKILEGLQWFRARDIILKAQHIYVPSRLSDFPRSYLVYLFTACDPSMYILKPNHKEQQPSTVTFIKEHLPVPEIRPLPRPSPPPPDSVSSTISKTTEECPEVEISITLQEITRFIYPPPLSSSAMSWPFEEIQRGTCNFSPCKQIGEGGFGHVYKAVMRNTEFAVKKLKEDSHLDWNVVKESFRTEVDKLSQYRHPNIMDFVGYCISGQTYCVIYVYMPNGSLDDRLRNVQPFPKDSNALSWSQRVNVLLGTAKAIQYLHSCSPALIHGDIKSSNILLGDHLEPKLGDFGLARLCRNPNKTPGKTSTVAQTATVRGTLAYLPEEYLKDGQLGVEIDAYSFGVVMLEVLTGRQALEVDSQSKTVFLKDLVTEEEDDGRSFSKAKHSRDLSYGQTAEHICKKHLDRRLTAKDAPATHGSADIARLACQCLERRRKKRPRMTDV

>FrIRAK1_Ensembl_NEWSINFRUT00000145494

MTNKRRRVYGKDAEPDSITVVLPPCAASGVSTQPPNGTVCLVHKVEGKELPRPAPPPSRLLSEVQEPSPLGRPHTQPSVAEVSCSSGLMCWSYEEVHAGTKGFSPTLQVGEGGFGVVYKATLSNTVCAVKVLKEDRLLDWKVLNQSFQTEMEKLSKFRHPNIVDLLGFSKGPGTVCLIYSYMENKSLEHKLHNRVSVVTEASTALQFLHSPPSGNTPLIHGDVKSSNILLDHHMTAKLGDFGLARFAPRPSPSETKPLGRTTTIRGTLAYLPHEYVRTGKLGTVVDVYSFGVVLLEVLTGRRALEEDQDLGQKYLVRGHVDTLCLDHQSDVLFSMLCVDVQKDLVEEIRESPSGSPEESWRKQLDHRLLADGGTSSVALTGPEESDEQDWLPAQRQ

>TnIRAK1_Ensembl_GSTENT00009038001

FLYELPSAVYWDFCRVMDTLSDLDWTRFASLVLDDQTALRLAEKQAHAPDWVMNRWGSRNGRVRDLLHLLEGLELLRPRDLILNGQSSPPLRTPVTSSLRPDSSPFEGVSCLKPSPPPPPPPRSSPPPPPVFAPPPLVPPSEPPSWLPPTAVNKKLLPRPDPPPFGLQSEIQPPAPPGQPHTQPSIAEASCTSGLMCWSYEEVHAGTKEFSPTLQVGEGGFGVVYKATLRNTVCAVKVLKQDRLLDWKLLKESFRTEMEKLSKFRHPNIIDLLGFSEGPGTVCLIYNYMENKSLEHKLHNGSCLSWSQRVGVVTGASTALQFLHCPPKGNAPLIHGDVKSSNILLDQHMTAKLGDFGLASLCAQKLQSVSDDHARLHHHDQGDAGVPAHGIREEGGAGHRCGRLQLRSGAAGGLDGSPSAGERQNVEREIPGDLEGTSGSSPVDGGRLRASRLDGDGGPRLHVSGQKQEAETSHGREQYSLPLQPSGTSNVSGTGRFLRSESRRQPTAGAAAEVGGVPKSLSPVRSLQSLVPRPSGRSGRQTEARGPHVAHPHESHQAALSAEEDSVRGGTDSDPRAALV

>HsIRAK2_Uniprot_O43187

MACYIYQLPSWVLDDLCRNMDALSEWDWMEFASYVITDLTQLRKIKSMERVQGVSITRELLWWWGMRQATVQQLVDLLCRLELYRAAQIILNWKPAPEIRCPIPAFPDSVKPEKPLAASVRKAEDEQEEGQPVRMATFPGPGSSPARAHQPAFLQPPEEDAPHSLRSDLPTSSDSKDFSTSIPKQEKLLSLAGDSLFWSEADVVQATDDFNQNRKISQGTFADVYRGHRHGKPFVFKKLRETACSSPGSIERFFQAELQICLRCCHPNVLPVLGFCAARQFHSFIYPYMANGSLQDRLQGQGGSDPLPWPQRVSICSGLLCAVEYLHGLEIIHSNVKSSNVLLDQNLTPKLAHPMAHLCPVNKRSKYTMMKTHLLRTSAAYLPEDFIRVGQLTKRVDIFSCGIVLAEVLTGIPAMDNNRSPVYLKDLLLSEIPSSTASLCSRKTGVENVMAKEICQKYLEKGAGRLPEDCAEALATAACLCLRRRNTSLQEVCGSVAAVEERLRGRETLLPWSGLSEGTGSSSNTPEETDDVDNSSLDASSSMSVAPWAGAATPLLPTENGEGRLRVIVGREADSSSEACVGLEPPQDVT

>MmIRAK2_RefSeq_NP_751893

MACYIYQLPSWVLDDLCRNIDTLSEWDWMQFASYVITDLTQLRKIKSMERVQGVSITRELLWWWSMRQATVQQLVDLLCHLELYRAAQIVLSWKPVPESTSPLPAFPEAVKPGAVATSRRNLKDEQEKVRPVKPRSLLDTGPIMAGAQRQRPCEMDAPCSLKTDAPDSPQSKYCSTSTSAPKQERLLGLPGDRLFWSEADVVQATEDFDQSHRISEGTFADIYQGQRNGVAFAFKKLREVAGSSPGSMDRFLQAEMQLCLRCCHANVLPLLGFCTGRQFHSLIYPYMANGSLHDRLWAQGNSDMLPWPQRASICSGLLLAVEHLHSLDIIHSNVKSANVLLDQHLNPKLAHPVAHPHPDNKKTKYTVMRTHLFQASAAYLPEHFIRVGQLTKQVDIFSCGIVLAEVLTGIPAMDKDRSPVYLKDLLLSEIPNSTSSVCSRKTSMGKAVVKEICQRHVEKRAGLLPEACEEAWATAVSVCLRRRNASVEEARVSLAGVEEQLRGQLSLPWSRVSEATGSSSNTPEETDDVDNSSLGVPSLVMMASCPGAASSPLFTGHGAAQPSTSGRQEADSSSEACTGPQTPQNATETSWKIEINEAKRRLMENIVLYKEERLDSSELFGP

>HsIRAK3_Uniprot_Q9Y616

MAGNCGARGALSAHTLLFDLPPALLGELCAVLDSCDGALGWRGLAERLSSSWLDVRHIEKYVDQGKSGTRELLWSWAQKNKTIGDLLQVLQEMGHRRAIHLITNYGAVLSPSEKSYQEGGFPNILFKETANVTVDNVLIPEHNEKGVLLKSSISFQNIIEGTRNFHKDFLIGEGEIFEVYRVEIQNLTYAVKLFKQEKKMQCKKHWKRFLSELEVLLLFHHPNILELAAYFTETEKFCLIYPYMRNGTLFDRLQCVGDTAPLPWHIRIGILIGISKAIHYLHNVQPCSVICGSISSANILLDDQFQPKLTDFAMAHFRSHLEHQSCTINMTSSSSKHLWYMPEEYIRQGKLSIKTDVYSFGIVIMEVLTGCRVVLDDPKHIQLRDLLRELMEKRGLDSCLSFLDKKVPPCPRNFSAKLFCLAGRCAATRAKLRPSMDEVLNTLESTQASLYFAEDPPTSLKSFRCPSPLFLENVPSIPVEDDESQNNNLLPSDEGLRIDRMTQKTPFECSQSEVMFLSLDKKPESKRNEEACNMPSSSCEESWFPKYIVPSQDLRPYKVNIDPSSEAPGHSCRSRPVESSCSSKFSWDEYEQYKKE

>MmIRAK3_Uniprot_Q8K4B2

MAGRCGARGALSPQLLLFDLPPALLGELCGILDSCDGPLGWRGLAERLSNSWLDVRHIEKYVNQGKSGTRELLWSWAQKNKTIGDLLEVLQDMGHQRAIHLIINYGVSWTPSVQTHHELPFPSFPPEVKHACRENDPGPLEPANVTVDNVLVPEHNEKGTLQKTPISFQSILEGTKHFHKDFLIGEGEIFEVYRVDIRNQAYAVKLFKQEKKMQLKKHWKRFLSELEVLLLFRHPHILELAAYFTETEKLCLVYPYMSNGTLFDRLQCTNGTTPLSWHVRISVLIGIAKAIQYLHNTQPCAVICGNVSSANILLDDQLQPKLTDFAAAHFRPNLEQQSSTINMTGGGRKHLWYMPEEYIRQGRLSVKTDVYSFGIVIMEVLTGCKVVLDDPKHVQLRDLLMELMEKRGLDSCLSFLDRKIPPCPRNFSAKLFSLAGRCVATKAKLRPTMDEVLSSLESTQPSLYFAEDPPTSLKSFRCPSPLFLDNVPSIPVEDDENQNNHSVPPKEVLGTDRVTQKTPFECSQSEVTFLGLDRNRGNRGSEADCNVPSSSHEECWSPELVAPSQDLSPTVISLGSSWEVPGHSYGSKPMEKRCSSGLFCSEHEQSKKQ

>DrIRAK3_Uniprot_Q4KMD6

VESSSSSVSERGMKHPNIITFTPGSTRNMSGNTEPSTLLFDVPPVLMESFCRLMDSGVDGLGWRTLASRILSSQLEVRCIEMYAVAGKSPTKELMWSWAQRNKTVEDLLKVLDEMGHARARSLFQSQDSCVLKSSSPPHYPTYLRSTGKSCQVSDLHAESVSVEGEKQKCFITYFDVIEGTRHFHQDLKIGGSGFAEVYCGRWGNRSFAVKVFKQENKTDWKALWEKFTKEIEVLQLNQHPNILELWGSFSDSDRFCLVYPFLQNGSLFHRLHKHVDKPLSWQERLNIIKGTAKAVHHLHTSQPCTVICGNITSSNILLDENMQPKLCDFGLARLRPHSVDQSCTIVMNTALHSNLGYLPEEYIRDGKLSVKLDVYSLGVVILETCTGQKVKQESSKNLFLRGVLHSEVEEKGCVDACLRFLDLKFEHWPPAVALCLLRLGLECTGSKMRVRPDMEMVLQRLIPLHPLPAFSEDQPHTLDDTIPPQRPYKSFPIEDDEMHSQLEELHSPRVSKPADPCECSQSEVTFLSNEDRSFLRDCHQESDQRVSSSESVHSDSAARLDLYGSWPVECSCSTETEAQACADCCANGFSQSVVYVTIDDDNALPAPNDARNPAKEKKKK

>HsIRAK4_Uniprot_Q9NWZ3

MNKPITPSTYVRCLNVGLIRKLSDFIDPQEGWKKLAVAIKKPSGDDRYNQFHIRRFEALLQTGKSPTSELLFDWGTTNCTVGDLVDLLIQNEFFAPASLLLPDAVPKTANTLPSKEAITVQQKQMPFCDKDRTLMTPVQNLEQSYMPPDSSSPENKSLEVSDTRFHSFSFYELKNVTNNFDERPISVGGNKMGEGGFGVVYKGYVNNTTVAVKKLAAMVDITTEELKQQFDQEIKVMAKCQHENLVELLGFSSDGDDLCLVYVYMPNGSLLDRLSCLDGTPPLSWHMRCKIAQGAANGINFLHENHHIHRDIKSANILLDEAFTAKISDFGLARASEKFAQTVMTSRIVGTTAYMAPEALRGEITPKSDIYSFGVVLLEIITGLPAVDEHREPQLLLDIKEEIEDEEKTIEDYIDKKMNDADSTSVEAMYSVASQCLHEKKNKRPDIKKVQQLLQEMTAS

>MmIRAK4_Uniprot_Q8R4K2

MNKPLTPSTYIRNLNVGILRKLSDFIDPQEGWKKLAVAIKKPSGDDRYNQFHIRRFEALLQTGKSPTCELLFDWGTTNCTVGDLVDLLVQIELFAPATLLLPDAVPQTVKSLPPREAATVAQTHGPCQEKDRTSVMPMPKLEHSCEPPDSSSPDNRSVESSDTRFHSFSFHELKSITNNFDEQPASAGGNRMGEGGFGVVYKGCVNNTIVAVKKLGAMVEISTEELKQQFDQEIKVMATCQHENLVELLGFSSDSDNLCLVYAYMPNGSLLDRLSCLDGTPPLSWHTRCKVAQGTANGIRFLHENHHIHRDIKSANILLDKDFTAKISDFGLARASARLAQTVMTSRIVGTTAYMAPEALRGEITPKSDIYSFGVVLLELITGLAAVDENREPQLLLDIKEEIEDEEKTIEDYTDEKMSDADPASVEAMYSAASQCLHEKKNRRPDIAKVQQLLQEMSA

>DrIRAK4_RefSeq_NP_956457.1

MSDVTPNTPVRKLRYSALRALADLLDPQDTWRSIMADISRPCGEPRYTQMHMRRFEACVLQGKSPTMELLFDWGTSDCTVGDLVEILIRHQLFAAVTVLLPDHSVCHAHTGSVWCEEAAPASAVCLQACEITQTVEDNSNKPQKISKPVEDDSNKPVQEQELFVEPDSSSGAQESSWDSSQGFHTFSLHELTAMTQHWDERPLSDGGCRLGSGGFGVVFRGRMGDKHVAVKKLNPLDGSSYEDLRKQFNQEIQTLRSLSHENVLRVLGCSCSGPPLCVVFELMVNGSLLERLACAEHTPALTWRNRCWITVGAARGLSYLHTHAHIHRDVKSANILLDEGFVAKISDFGLTRSAAAGAAGGFVWASSSGRESGSCTVAGDEG

>FrIRAK4_Ensembl_NEWSINFRUT00000129126

MSNSVTSATYIRNLSYSIRRQLSGILDPQERWKEIIISIRKPNGDFRYSQHNVRRFAGLVAQGKSPTEELLADWGTSNCTVGELVDILKSHKLLAAAAIVLPDAVPAEAQQPDPPSAETYSALPTRLLDNKGTQTVPSSAPTQIQLDSCDPEPTSFSSISYNDLIKITDGFNDRPVSEGGCRLGEGGFGAVYKGVLNHKLVAVKKLIPVSDNEWDVIQVEDMSLEDLQIQFHQEIQTLTVLQHENLVDMVGFSCDGQYPCVIYPLMPNGSLLDRLACLEGTPPLSWKQRCLIAEGTASGLEFVHRNHHVHRDVKSANILLDEKLVAKISDFGLTRASPKGTSTTMKTERIVGTCAYMAPEALRGQVTPKSDIFSFGVVLLEILSGLPPVDENHNPQFLVPSAIEDEDEELTFEGFLDTKMEDVQLGQAESVYTLACSCLQDRKNQRPVSKQV

>TnIRAK4_Ensembl_GSTENT00029683001

MSNSVTSATYIRNLSYSLRRQLSDILDPQERWKEIIVSIRKPNGDFRYSQHHVRRFAGLPAQGKSPTEELLADWGTTNCTVGELVDMLKNNSLLAAVTLLLPDAIPAETLQPGPPSGETYSALPTRLLDDAGALAGSSSASTHILPDSREPEPSGFSSVPYNDLIRITNDFDDRPVSDGGCRLGEGGFGAVYKGVLNQIPVAVKKLVPRRTLDLVGDNNCDVIKIEDISLEELRVQFHQEVQTLRVLKHENLVDMVGFSCDGQYPCVIYPLMSNGSLLNCLACLEGSPPLSWKQRCSIAEGTANGLDYLHSNHHVHRDVKSANILLDEKRVAKISDFGLTRASPKGTSTTMMTERIVGTCAYMAPEALRGQVTPKSDIFSFGVVLLEILSGLPPADENREPQFLVTFTIDDEDEELTLEGFLDKKMEDVDFSQAESVYTLACSCLQDRKNQRPLSKQV
