
Supplementary Figure S1. Comparison of protein sequences of JAKs between golden pompano, large yellow 
croaker, zebrafish and human, and their Gene accession numbers are listed in Figure 5. The protein domains are 
predicted by Simple Modular Architecture Research Tool (SMART) (http://smart.emble-heidelberg.de). The FERM 
domain is marked in green. The STYKc domain of human is marked in red and the Tyrkc domain is marked in bule.    

trJAK2a    --MACILLTDMDPPTSGPTANHNDLCPDLNTAAGCDPKQ-VIDATCLTVHLYNLGKDGGGGRAKSSESVLTFPPGEYVAEELCIAAAKAC    87 
LatJAK2a     --MACILLTDMDPPTSGPTPHQNGLCPHLDPAAGTDPKQEATDATCLTVHLYNLGKDGGGGGAKGSESVLTFPPGEYVAEELCICAAKAC    88 
DanJAK2a     -----------------------------MMLANTENEQKQASGAALQVRLYCCRDEAG---------VISYPAGEYTAEELSVTAAKQC    52 
HomJAK2    MGMACLTMTEMEGTSTSSIYQN-------GDISGNANSMKQIDP-VLQVYLYHSLGKSE-------ADYLTFPSGEYVAEEICIAASKAC    75 
trJAK3   --------MDLSEEESAPLVIR---------DRGGSQRSSSSTGPSLQVHIYFFPTTKEE-------ATIYISSGQISAENVCIQAGKKC    66 
LatJAK3    --------MDLSEEESAPLVIR---------DRGGSQRSSSSTGPSLQVHLYFFPVTKDE-------TTIQISCGQIAAENVCIQAGKKC    66 
DanJAK3    ----------MSEEEEVPLMKS---------ERAGSQRSSCDS--ALQVHLYYSPSLNSE-------TTFSIPTGHVTAESVCVLAAKAS    62 
HomJAK3    ----------MAPPSEETPLIP---------QRSCSLLSTEAG--ALHVLLPAR-GPGPP-------QRLSFSFGDHLAEDLCVQAAKAS    61 
trJAK1   --MPTLWVMELSRQLCGKMRRS---------NKRAQLSSSPTTTLGLEIHFYSPD-----------IHQLEYLKGCYTAEELCVDAAKKC    68 
LatJAK1    --MTTLWVMELSRQLCGKMRRS---------SKRTQLSCSPTTTLGLEIHFYTPD-----------VHQLEYFKGCYTAEELCVDAAKKC    68 
DanJAK1    --MPELAVMDLGRQLCVKMKK-----------QRKAEMTIPTAMKGLEIHFYLAD-----------THQLEFFKACYTAEDLCVEAAKRC    66 
HomJAK1    ------------MAFCAKMRS-----------SKKTEVNLEAPEPGVEVIFYLSD-----------REPLRLGSGEYTAEELCIRAAQAC    56 
trTYK2   ----------MSRNWWSKRSR----------TGAFPSQSEPPKGQGIHVLLFWTK--DG-------EKYLSHTSGEITAEDLCISAAEAV    61 
LatTYK2    ------MSPTMPRIGMSKRSR----------PGSFLNQIEPPQDQGIHVFLFWTK--EG-------ERYLSHTSGKVTAEELCISAAEAV    65 
DanTYK2    ---------MMYRRGRSRRSKK---------AGTSKGQSEGP---GVHVFLFWTK--DG-------ERCLSYKKGEVTAEDLTTEAAKAV    60 
HomTYK2    --------MPLRHWGMARGSKP---------VGDGAQPMAAMG--GLKVLLHWAGPGGG-------EPWVTFSESSLTAEEVCIHIAHKV    64 

trJAK2a   GIAPVYCNLFGLMRESDRIWFPPNHIFKLDQSASETLHFRIRYYFPGWYNNTNSFY-AHRYGVSKGM----------ESPVIDDCVMGYQ   166 
LatJAK2a  GIAPVYCNLFGLMRESDRIWFPPNHIFKLHQSASENLHFRIRYYFPGWYNNSNSFY-AHRYGVSKGT----------ESPVMDDCVMAYQ   167 
DanJAK2a  GVSPVHCALFGLMRERDRVWLPPNHIFKIEPSANETLLFRVRFYFPGWYG-SGCSS-ARRYGLSRSS----------EAPVCDDITTAYL   130 
HomJAK2   GITPVYHNMFALMSETERIWYPPNHVFHIDESTRHNVLYRIRFYFPRWYC-SGSNR-AYRHGISRGA----------EAPLLDDFVMSYL   153 
trJAK3   GILPVYLSLFGLASSDLSFWYPPSHVFNTDEN--LQVHFRVRFFFANWFGQGLRT--SHRYSLTRDR----------VCSVLDCSVIDYL   142 
LatJAK3    GILPVYLSLFGLASSDLSFWYPPSHVFNTDEN--LQVRFRVRFFFGNWYGEGPRQ--SYRYSLTRDR----------ISPVLDCSVIDYL   142 
DanJAK3    GILPVYHNLFALASEDLSYWYPPNHLFKSEEP--VKVYYRVRFFFSSWFGQESRA--SYRFSLSKGR----------IFAVLDYAVIDYV   138 
HomJAK3    GILPVYHSLFALATEDLSCWFPPSHIFSVEDASTQVLLYRIRFYFPNWFG--LEK--CHRFGLRKDL----------ASAILDLPVLEHL   137 
trJAK1  SISPLCHNLFALYNEANGTWFPPNYEFKITDETSIKLHYRMRFYFRNWHGTTEGESPVWRHCISKLRGGLSPQKTPEGTPLLDAASLDYL   158 
LatJAK1    SISPLCHNLFALYNETTDTWYPPNHEFKITDETSIKLHYRMRFYFRNWHGTTEGESPVWRHCISKLRGGLSPQKTPEGTPLLDAASLDYL   158 
DanJAK1    RILPLCHNLFALYEESQDLWYAPNHVFKVTDETSIKLHYRMRFYFTNWHGTSEIESPVWRHTLSKQKSVLNSQKTTEGTPLLDAASLDYL   156 
HomJAK1    RISPLCHNLFALYDENTKLWYAPNRTITVDDKMSLRLHYRMRFYFTNWHGTNDNEQSVWRHSPKKQKNGYEKKKIPDATPLLDASSLEYL   146 
trTYK2   GITPLCHVLFALYNPLSRCWYSPNHIFSPEENTSLVLHYCMRFYFRNWHGLNEKEPTVSRYRLRS----GTNQGSSP---LLEITSLEYL   144 
LatTYK2    GITPLCHVLFALYNPLSRCWYSPNHIFTPEENSSLVLHYCMRFYFRNWHGLNDKDSTISRYRLKS----GTDQGGSP---LLEITSLEYL   148 
DanTYK2    GITPVCHALFALYDPASLCWYSPNHNFNAENQSGLLLHFRLRFYFHKWHGLGENAPEVGRYALRTSA--GTQQATSH---LLELSALEYL   145 
HomTYK2   GITPPCFNLFALFDAQAQVWLPPNHILEIPRDASLMLYFRIRFYFRNWHGMNPREPAVYRCGPPGTE--ASSDQTAQGMQLLDPASFEYL    152 

trJAK2a    FFQWRSDFLDGWVQIPVSHESQE------ECLGMAVLDMMRLAKENGQSPVDIYNDTSYKSFLPRCMQSRIQEYNILTRKRIRYRFRKFI    250 
LatJAK2a   FFQWRSDFLNGWVQIPVSHECQE------ECLGMAVLDMMRLAKESGQSPVDIYNDTSYKSFLPRCMQSRIQEYNILTRKRIRFRFKRFI    251 
DanJAK2a     CAQWRSDFLSGAVSVPVSLEFQE------ECLGLAVLDIMRLAKEKGKSPVDIYNHSSYKSFLPKNMREHIQNQHLVTRKRIRFRFRRFL    214 
HomJAK2    FAQWRHDFVHGWIKVPVTHETQE------ECLGMAVLDMMRIAKENDQTPLAIYNSISYKTFLPKCIRAKIQDYHILTRKRIRYRFRRFI    237 
trJAK3   FAQLRSDFIASEAGVSPPLSTQE------ECLGLAVLDLWRMAKERHQSVRELCKTVSYKSCLPKSHRHDIQKRNRLDRFRIRNTLKRFL    226 
LatJAK3    FSQLRSDFIASEAGVSPPLSTQE------ECLGLAVLDLWRMAKERHQSVREVCQTVSYKSCLPKSHRHDIQKRNRLDRYRIRNTLKRFL    226 
DanJAK3    FAQSRSDFVTGCGGISPALSLQQ------ECLGLAVLDLWRLAKERNQSLAEICNTTSYKSCLPETHRQDIQRMNRLARYQIRKTLKRFL    222 
HomJAK3    FAQHRSDLVSGRLPVGLSLKEQG------ECLSLAVLDLARMAREQAQRPGELLKTVSYKACLPPSLRDLIQGLSFVTRRRIRRTVRRAL    221 
trJAK1   FAQGQHDFQKGVVPLRMSQSESEQHEIENECLGMAVLAITHHTMN--MPLPNASHEISYKRFIPESLNRNIKQRNFLTRIRINNVFKKFL    246 
LatJAK1    FAQGQHDFQKGVVPLRMSQSETEQHEIENECLGMAVLAITHYAMTVDMPLPIASHEMSYKRFIPESLNRKIKQRNILTRIRINNVFKKFL   248 
DanJAK1   FAQGQYDFLRGLSPVRPTQTDEEHHEIENECLGMAVLAITHHAKSNNLPLSGAGAETSYKRFIPDSLNRTIKQRNFLTRIRISNVFKNFL   246 
HomJAK1   FAQGQYDLVKCLAPIRDPKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNLLTRMRINNVFKDFL   236 
trTYK2  FSQAKYEFVNEVVQMEDIESEEELNRFKNESLGMAVLHLSHQALQTGCTLQEVAEKVSFLRCIPRSFSKHISKNNMLTKFRIQRVFADFV   234 
LatTYK2    FSQAKYEFVNEVVEMEDVESEDELNRLKNESLGMAVLHLSHLAIQTDSNLQDVAKKVGFQRCIPRSFSKLISKGNVLTRFRIERVFADFV   238 
DanTYK2    FAQAKYDFVNDLVPLNAVSGEEEIGRYQNECLGMAVLHLSYTALQTGSSLQDVAKQTSFLRCIPLSFSRHIAKQNILTRFRIRRVFAHFV   235 
HomTYK2    FEQGKHEFVNDVASLWELSTEEEIHHFKNESLGMAFLHLCHLALRHGIPLEEVAKKTSFKDCIPRSFRRHIRQHSALTRLRLRNVFRRFL    242 

trJAK2a    EQFSE-----CKATVCNLKLKYLMSLEMLLPSLYSERFQVTDLSAR------------------------------EVTIVVMGNKGIQW    305 
LatJAK2a     QQFSE-----CKATVCNLKLKYLMSLEMLLPSLYSERFQVTDLSAR------------------------------EVTIVVMGNKGIQW    306 
DanJAK2a     QQFGS-----CKAAPRELKLKYVVSLETLQPAFYSEHFRVSEASAG------------------------------SVTIVVSGDRGIQW    269 
HomJAK2    QQFSQ-----CKATARNLKLKYLINLETLQSAFYTEKFEVKEPGSGPSGE------------------------EIFATIIITGNGGIQW    298 
trJAK3   KKLGN-----SSVDECSLKLKYLIELAGIEPSLGSETFKVDP---LDSNSK-----------------------SAFSLIRVTGETGIQI    285 
LatJAK3    RKLGN-----CSVDECSLKLKYLIELSGIEPSLGSETFAVDP---SASHSK-----------------------SAFSLIKVTGETGIQT    285 
DanJAK3    KKLGK-----CSAGERSLKLKYLMKLSELEPDYGSESFPLHHSGWLEQSEQ-----------------------QRVLAVKVSGEGGIQI    284 
HomJAK3    RRVAA-----CQADRHSLMAKYIMDLERLDPAGAAETFHVGLPG--ALGGH-----------------------DGLGLLRVAGDGGIAW    281 
trJAK1   SEFNRRTVKDSNITPYDLKIKYLATLEGLTSGLGSELLEPISLSVTQEGDVCNGGCNGYSNQSQGQSHSQNMETSHDMQVLVTGTTGISW    336 
LatJAK1    SEFNRRTVRDSNITPYDLKIKYLATLEGLTSGLGSELLEPVSLSVTQEGEIANGGYHGYYNQSQGQSQSQNMETSSDMQVLVTGTTGISW    338 
DanJAK1    NEFNSKTIQDSNIGLYDLKVKYLSTLETLTQGVGREIFKPKNLKVTGESEGSPAQMLPLGDNGMG------------YEVQVYGTTGISW    324 
HomJAK1    KEFNNKTICDSSVSTHDLKVKYLATLETLTKHYGAEIFETSMLLISSENE-----MNWFHSNDGGN--------VLYYEVMVTGNLGIQW    313 
trTYK2   RTFQQHTVDKGRLGAHEIMYKYISTLEHLAPRFGTETFHVTHLEVREDGDGGSSYSNTTHAQ--GVSKD-NFTAPATHEILVSGTKGIQW    321 
LatTYK2    RTFQQHTVDKGRLGTQEIMYKYISTLEHLAPRFGTETFSVSHLEHREDGDGGSSYSSTTHAQ--GVSKD-NFTAPTTHEIMVSGTKGIQW    325 
DanTYK2    NTFQQHTVGVGKLGSQEVMYKYLSTLERLAPHFGVETFPVFHLDLRADGGDSGSYLITSRTQ--NPPEE-TINEP-THEIRVSGSDGIWW    321 
HomTYK2    RDFQP-----GRLSQQMVMVKYLATLERLAPRFGTERVPVCHLRLLAQAEGEPCYIRDSGVAPTDPGPE-SAAGPPTHEVLVTGTGGIQW    326 

trJAK2a    S----------------------------------KGKEDEG---AEEELQTYCDFPEVIDISIKQANKEGSA-ESRIVTLTRQDGQILE    357 
LatJAK2a     S----------------------------------KGELEEG---AEEELQTYCDFPEVIDISIKQANKEGSA-ESRIVTLTRQDSQILE    358 
DanJAK2a     C----------------------------------RAAAPE-----PEDLQVYCDFSDVIDISIKQGTKDGSV-ENRIVTINRQDSQTLE    319 
HomJAK2    S----------------------------------RGKHKESETLTEQDLQLYCDFPNIIDVSIKQANQEGSN-ESRVVTIHKQDGKNLE    353 
trJAK3   S----------------------------------GGSNPES----SLEWQTFCDFQEIIDISIKRICHGQVPQDSRMVTITRKDDRCLE    337 
LatJAK3    S----------------------------------GSCHPDS----ALEWQTFCDFHEIIDVSIKRVCHEQVPQDSRMVTITRKDDRCLE    337 
DanJAK3    Q----------------------------------KTDRQ--------EWQTFCDFPQIIDISIKRLCQEQMPLEGRVVTLTRQDDQCME    332 



HomJAK3      T----------------------------------QGEQE--------VLQPFCDFPEIVDISIKQAPRVGPAGEHRLVTVTRTDNQILE    329 
trJAK1       R--------KKPATMSLVSKEKGK---SKKNKLDGKQKNDKNKEAN-EGWVVFCDFHEITHTVIKEAT----------VTIFKQDDKRME    404 
LatJAK1      R--------KKPAATSVISKEKGK---SRKNKLDGKQKNDRKKEAN-EGWVVFCDFHEITHTVIKEAM----------VTIYRQDNKRME    406 
DanJAK1      R--------RKPAPNQLILKDKPK---SKKIKGD-KQWNDKMKDS---GWTLFSDFHEITHIVIKDCC----------VTIYRQDNKTME    389 
HomJAK1      R--------HKPNVVSVE-KEKNK---LKRKKLENKHKKDEEKNKIREEWNNFSYFPEITHIVIKESV----------VSINKQDNKKME    381 
trTYK2       R----KVSGQKAQANSYLRNDYLS---KTKQQSSHPTANTPNK------LTAFCDFPEITHIAITGAN----------VCISTQDNRCME    388 
LatTYK2      R----KVSGQKAQANSYLRNDYMSYMRKTKHQSNQPNGNTPDE------WTVFCDFPEITHIAISGAN----------VCISTLDNHCME    395 
DanTYK2      R----KFSAQRSQSDDYSHS----------QNKETAALNEEED------WNIFCDFPEISLIAIQGIN----------VCISRQDNMSMD    381 
HomTYK2      WPVEEEVNKEEGSSGSSGRNPQAS--LFGKKAKAHKAVGQPADRPREPLWAYFCDFRDITHVVLKEHC----------VSIHRQDNKCLE    404 
                                                                                                            
                                                                                                                                                  
trJAK2a      LEFHSLSEALSFVSLVDGYYRLVADAHHYLCKEVAPPRLLECIQSYYHGPVSMEFTIDKLRRSGNHQGLYILRCSPRDYDKYFMSFVVGY    447 
LatJAK2a     LEFHSLSEALSFVSLVDGYYRLVADAHHYLCKEVAPPRLLECIQSYYHGPVSMEFTIGKLRRSGNHQGLYILRCSPRDYDKYFMSFVVGY    448 
DanJAK2a     LEFQSLSEALSFVSLIDGYYRLTTDAHHYLCKEVAPPRLLEAIQINCHGPLSTEFAVSRLRRCEGQPGVYILRCSPKDYDRYFLSFMVEA    409 
HomJAK2      IELSSLREALSFVSLIDGYYRLTADAHHYLCKEVAPPAVLENIQSNCHGPISMDFAISKLKKAGNQTGLYVLRCSPKDFNKYFLTFAVER    443 
trJAK3       AMFQGLKEALSFVSLVDGYFRLTTDSSHYFCQDIAPPSILEGIKNHCHGPITSEFAVHKLKKSGFKGGTFLVRQSPKNYDSFFLTVCVQT    427 
LatJAK3      AKFQSLKEALSFVSLVDGYFRLTTDSSHYFCQDIAPPSILEGIKNHCHGPITSEFAVNKLKKSGFKGGTFLVRQSPKNYDNFFLTVCVQT    427 
DanJAK3      AEFQTLTDALSFVSLVDGYFRLTTDSTHYFCAEVAPPSLLEDIQNYCHGPITSEFAVHKLKKAGGKNGMFLLRHSPKEFDKYFLTVCIQT    422 
HomJAK3      AEFPGLPEALSFVALVDGYFRLTTDSQHFFCKEVAPPRLLEEVAEQCHGPITLDFAINKLKTGGSRPGSYVLRRSPQDFDSFLLTVCVQN    419 
trJAK1       MQMAARVEALSFAALVDGYFRLTVDAHHYLSKEVAPASVVHNINNGCHGPICTEYAIHKLRQDGNEEGAYILRWSCTDYQYIIIAVVCTE    494 
LatJAK1      MLMASRPEALSFAALVDGYFRLTVDAHHYLCKEVAPASVVHNINDGCHGPICTEYAIHKLRQEGNEEGTYILRWSCTDYYFIIITVVCTE    496 
DanJAK1      LDLFYRDAALSFAALVDGYFRLTVDAHHYLCTDVAPSSVVQNLENGCHGPICTEYAIHKLRQEGNEEGTYVLRWSCTEYNFIIMTVVCIE    479 
HomJAK1      LKLSSHEEALSFVSLVDGYFRLTADAHHYLCTDVAPPLIVHNIQNGCHGPICTEYAINKLRQEGSEEGMSVLRWSCTDFDNILMTVTCFE    471 
trTYK2       VQMNSSQEARSFISLLDGYYRLTADAHHYFCHEVAPPRVVLSEANGLHGPMHDDFVLLKLKKEAAEDGAFLVRWSVLDYHRIILAVLNTN    478 
LatTYK2      AQMNSSQEARSFISLLDGYYRLTADAHHYLCHEVAPPRVVLSEANGLHGPMHDDFVLLKLKKEAAEEGAFLVRWSALDYHRIILAVLNKN    485 
DanTYK2      ISLDSSIQARSLVSLLDGYFRLTTDAHHYLCREVAPPRVVLSESNDLHGPLMDEFVLQKLKREVEEG-AFLVRWSALDYHRIILASLSRS    470 
HomTYK2      LSLPSRAAALSFVSLVDGYFRLTADSGHYLCHEVAPPRLVMSIRDGIHGPLLEPFVQAKLR---PEDGLYLIHWSTSHPYRLILTVAQRS    491 
                                                                                                             
                                                                                                                                                  
trJAK2a      ------ETMVDYKHCQIMKTESGEYILSGAKRSFGSLRELLHCYQKEALRTDGYTFQLTKCCPPSPKDKSNLLVCRNNQGADVPLSPYLQ    531 
LatJAK2a     ------ETMVDYKHCQIMKTESGEYILSGAKRSFGSLRELLHCYQKEALRTDGYTFQLTRCCPPSPKDKSNLLVCRNNQGAEVPLSPSLH    532 
DanJAK2a     ------EGQLELKHCLVLRSLSGEFVLSGARCSFSSLSELLARYQKEALRSDTHVFQLRRCCPPRSKDKSNLLVCRTHQGSEVCAPSSEH    493 
HomJAK2      ------ENVIEYKHCLITKNENEEYNLSGTKKNFSSLKDLLNCYQMETVRSDNIIFQFTKCCPPKPKDKSNLLVFRTNGVSDVPTSPTLQ    527 
trJAK3       ------PLGLDYKDCLIIKNEH--YSLPGVQKSFSSLRKLTSYYQHTKLLLAEVPVMLGRCCPPRPEELTNLIIIRNNNTVGTHGSPTLE    509 
LatJAK3      ------PLGLDYKDCLIIKNEH--YSLPGVQKTFSSLRELTSHYQHTKLLLAEVPVKLGHCLPPRPKEFTNLTIIRSSNSVDTQGSPTPE    509 
DanJAK3      ------PLGMDYKDCLIEKNEK--FSLAGIHNSFINLKQLIDFYQLSTLYVSDIPVTLGKCCPPRAKELTNMIIIRNSSMTEIPSSPTLQ    504 
HomJAK3      ------PLGPDYKGCLIRRSPTGTFLLVGLSRPHSSLRELLATCWDGGLHVDGVAVTLTSCCIPRPKEKSNLIVVQRGHSPPTSSLVQPQ    503 
trJAK1       IDLRESRPVRHYKNFQIEVASDG-YRLYGTDTLRPTLRELLEHLEGQSLRTDNLHFQLVRCCPPQPREVSNLLVVTKD------RAPVPQ    577 
LatJAK1      IDLKESRPVKQYKNFQIEVASEG-YRLYGTDTLRSTLRELLEHLEGQSLRTDNLQFQLLRCCPPQPREVSNLLVVTKD------RAPAPQ    579 
DanJAK1      LDLCESRPVPQYKNFQIETSPQG-YRLYGTDTFRPTLKELLEHLQGQLLRTDNLRFQLRRCCPPQPREISNLLVMTTD------REPVPQ    562 
HomJAK1      KSEQVQGAQKQFKNFQIEVQKGR-YSLHGSDRSFPSLGDLMSHLKKQILRTDNISFMLKRCCQPKPREISNLLVATK-------KAQEWQ    553 
trTYK2       KNES----TQSHKQFRIQYKGSV-FCLEGLDQEFSSVKELTDSLKTFVLKSGSDNFSIKKCCFPRQAELSNLLVMRQGVE---RSVHNDF    560 
LatTYK2      ENGL----TPSHKQFRIQHRGSM-FCLEGWDREFSSVKELTDSLKTFILKSGPDSFTVKRCCFPRQAELSNLLVMRKGVG---QRNNTES    567 
DanTYK2      KEGE----NPVYKQFRIRQNGSL-FHLEGWDQDFSSIKELTSSLKTFVLKSGEDSFTLKKCCLPKPGELSNLLIIRKGAK---SSIKSAS    552 
HomTYK2      QAPDGMQ-SLRLRKFPIEQQDGA-FVLEGWGRSFPSVRELGAALQGCLLRAGDDCFSLRRCCLPQPGETSNLIIMRG--------ARASP    571 
                                                                                                             
                                                                                                                                                  
trJAK2a      K--HISQMVFHKIRKEDLVINESLGQGTFTKIFCG-----------------VRKELGDYGEIHQIDVVIKILHKAHHNYSESFFEAASM    602 
LatJAK2a     K--HINQMVFHKIQKEDLIINESLGQGTFTKIFCG-----------------VRKELGDYGEIHQIDVVIKILDKAHRNYSESFFEAASM    603 
DanJAK2a     R--LVNQMIFHKIHREDLQTTEGLGQGTFTQVFRG-----------------IRREVGDYGEVHKMEVVMKILDKSHRNYTESFFESASM    564 
HomJAK2      RPTHMNQMVFHKIRNEDLIFNESLGQGTFTKIFKG-----------------VRREVGDYGQLHETEVLLKVLDKAHRNYSESFFEAASM    600 
trJAK3       -RNKFSHIQFNMIKYKDLKWEESLGQGSFTRIFKG-----------------YKTDIHD-GEKHVTEVLLKELDVAHKNCWESFFEAASL    580 
LatJAK3      -RSKFSHIQFHMIKYEDLTSGESLGQGSFTRIFKG-----------------CKTDIRD-GEKHLTEVLLKELDVAHKNCWESFFEAASL    580 
DanJAK3      -RHKPSHMQFHMIKHEDLIWSESLGQGSFTHIFRG-----------------SKIDQRD-GGTHSTEVLLKVLDANHKNCWESLFEAASL    575 
HomJAK3      SQYQLSQMTFHKIPADSLEWHENLGHGSFTKIYRG-----------------CRHEVVD-GEARKTEVLLKVMDAKHKNCMESFLEAASL    575 
trJAK1       TPMQESQLSFHRILKEEIEQEEHLGLGTRTNIYSGTLRVK----------SEEEEDAG-YSSFQEVKVVLKVLGSGHRDISLAFFETASM    656 
LatJAK1      TPMQESQLSFHRILKEEIEQEEHLGLGTRTNIYSGTLRVK----------SEEDEDAG-YSSFQEVKVVLKVLGSGHRDISLAFFETASM    658 
DanJAK1      KKTQVSQLSFDRILKEEIVQGEHLGRGTRTNIYAGILKPK----------SDDEDDLGGYS--QEVKVVLKVLGSGHRDISLAFFETASM    640 
HomJAK1      PVYPMSQLSFDRILKKDLVQGEHLGRGTRTHIYSGTLMDY----------KDDEGTSE----EKKIKVILKVLDPSHRDISLAFFEAASM    629 
trTYK2       FSRNMSQLRFHQVKEKEIVQEQHLGRGTRTNIYSGRYLVQGRGN------SEDDDEFNNNSDRKGIRVVLKILDQSHEDIALAFFETASL    644 
LatTYK2      LSLNLTQLRFHQIKDREIVQEQHLGRGTRTNIYAGRLRVRSRGD------DDDDECNNNFSAGKGIRVVLKILEQSHKDIALAFFETASL    651 
DanTYK2      ETPDLSKLSFNPIKDKEITKEQHLGRGTRTNIYSGWLKIRGSLE------DEDDESNNNHCKTKGIRVVLKILEQSQKDKALAFFETASL    636 
HomTYK2      RTLNLSQLSFHRVDQKEITQLSHLGQGTRTNVYEGRLRVEGSGDPEEGKMDDEDPLVPGRDRGQELRVVLKVLDPSHHDIALAFYETASL    661 
                                                                                                             
                                                                                                                                                  
trJAK2a      MSQLSYKHLLLNYGVCVCGDENMMVQEYGKFGSLDTYLKKNKSCVNITWKLEVAKQLAWAMHYLEDKNLIHGNVCAKNVLLIREEDRKTG    692 
LatJAK2a     MSQLSHKHLLLNYGVCVCGDENMMVQEYGKFGSLDTYLKKNKSCVNITWKLEVAKQLAWAMHYLEDKNLIHGNVCAKNVLLIREEDRKTG    693 
DanJAK2a     MSQLSHKHLLLNYGICVCADEHIMVQEYVRFGSLDTYLKRNRNTINITWKLEVAKQLAWALHHLEEKSLTHGNVCARNVLVTREEDRKTG    654 
HomJAK2      MSKLSHKHLVLNYGVCVCGDENILVQEFVKFGSLDTYLKKNKNCINILWKLEVAKQLAWAMHFLEENTLIHGNVCAKNILLIREEDRKTG    690 
trJAK3       MSQISHKHLLLVYGISVEGVKNIMVQEFVKYGALDLYLK-RGRSVSVSWKLDVTKQLASALNFLEEKNIVHGNICAKNLLLAREGDPSQG    669 
LatJAK3      MSQISHKHLLHVYGISVHGVKNIMVQEFVKYGALDLYLK-RGRSVSVSWKLDVAKQLASALNFLEEKNIVHGNICAKNLLLAREGDPSQG    669 
DanJAK3      MSQISHRHLLLVYGISVHKSKNIMVQEFVKHGALDLYLK-RSMCVSVSWKLDVAKQLACALNFLEEKNIAHGNICAKNLLLVREGD----    660 
HomJAK3      MSQVSYRHLVLLHGVCMAG-DSTMVQEFVHLGAIDMYLRKRGHLVPASWKLQVVKQLAYALNYLEDKGLPHGNVSARKVLLAREGAD--G    662 
trJAK1       MRQVSHKHIVLLYGVCVRHLENIMVEEFVQLGPLDLFMRRQQSRLSTPWKFQVAKQLASALSYLEDKKLVHGFVCAKNILLARDGLDTDE    746 
LatJAK1      MRQVSHKHIVLLYGVCVRHLENIMVEEFVQLGPLDLFMRRQQIQLSTPWKFQVAKQLASALSYLEDKKLVHGFVCAKNILLARDGLGADE    748 
DanJAK1      MRQISHKHIALLYGVCVRHQENIMVEEFVQYGPLDLFMRRQTTPLSTAWKFQVAKQLASALSYLEDKKMVHGYVCSKNILVARDGLDG-E    729 
HomJAK1      IRQVSHKHIVYLYGVCVRDVENIMVEEFVEGGPLDLFMHRKSDVLTTPWKFKVAKQLASALSYLEDKDLVHGNVCTKNLLLAREGIDS-E    718 
trTYK2       MSQVSHSHLVFVHGVCVKGSENIMVEEFVEFGPLDVFLRKEKASVTPQWKFIVAIQLASALSYLETKRLVHGNVCAKNILVARRGLEH-G    733 
LatTYK2      MSQVSHSHLVFVHGVSVKGSENIMVEEFVEFGPLDVFLRKEKASVTPQWKFIVAKQLASALSYLETKQLVHGNVCAKNILVARRGLEL-G    740 
DanTYK2      MSQVSHCHLIFVHGLSVKGTENIMVEEFVEFGPLDVFLHRERAHVSPQWKFTVAKQLASALCYLETKRLVHGNVCGKNILVVRKGLEE-G    725 
HomTYK2      MSQVSHTHLAFVHGVCVRGPENIMVTEYVEHGPLDVWLRRERGHVPMAWKMVVAQQLASALSYLENKNLVHGNVCGRNILLARLGLAE-G    750 
                                                                                                             
                                                                                                                                                  
trJAK2a      SLPFIKLGDPGISITVLPREVLVERIPWVPPECIENPQ-NLSLATDKWGFGTTLWEICSGGDKPLSTLDCSKKNLFYEDRHQLPAPKWTE    781 
LatJAK2a     SLPFIKLSDPGISITVLPREVLVERIPWVPPECIENPQ-NLSLAADKWGFGTTLWEICSGGDKPLSTLDCSKKNLFYEDRHQLPAPKWTE    782 
DanJAK2a     TPPFIKLSDPGISITVQPREILLERIPWVPPECVKDSR-NLSLAADKWSFGTTLWEIYCGGEQPLAAYDTAKKLLFYEDKHQLPAPKWTE    743 
HomJAK2      NPPFIKLSDPGISITVLPKDILQERIPWVPPECIENPK-NLNLATDKWSFGTTLWEICSGGDKPLSALDSQRKLQFYEDRHQLPAPKWAE    779 
trJAK3       SSPFIKLSDPGISVAMLGKDVILDRIPWVAPEVLEVPD-KLNLECDKWSFGATVWEIFNNGDAPLRGWDLKQKRVFYERFQQLPASQWTE    758 

SH2 domain 



LatJAK3      SSPFVKLSDPGISVAMLGKDVILDRIPWVAPEVLEFPD-NLTLECDKWSFGATVWEIFNNGNAPLRGWVLERKRRFYESFQQLPPSQWTE    758 
DanJAK3      -SPFIKLSDPGVSMSLLGKDVVLDRIPWVAPEVLDT-L-EIELECDKWSFGTTLWEIFNGGEAPLQGLDLMQKLQFYENFSNLPTLEWTE    747 
HomJAK3      SPPFIKLSDPGVSPAVLSLEMLTDRIPWVAPECLREAQ-TLSLEADKWGFGATVWEVFSGVTMPISALDPAKKLQFYEDRQQLPAPKWTE    751 
trJAK1       GGPFIKLSDPGIPITVLTREECVHRIPWIAPECVKSLT-ALSIAADKWGFGTTLWEICYDGEVPLKEKKLTEKERFYETECQLATPDCRE    835 
LatJAK1      GGPFIKLSDPGIPITVLTREECVHRIPWIAPECVKSLS-ALSIAADKWGFGTTLWEICYDGEVPLKEKKLTEKERFYETECQLATPDCRE    837 
DanJAK1      GGPFIKLSDPGIPITVLSREECVDRIPWIAPECVKDTA-NLSIAADKWSFGTTLWEICYNGEIPLKDKKLTEKERFYAAQCQLATPDCDE    818 
HomJAK1      CGPFIKLSDPGIPITVLSRQECIERIPWIAPECVEDSK-NLCVAADKWSFGTTLWEICYNGEIPLKDKTLIEKERFYESRCRPVTPSCKE    807 
trTYK2       TTPFIKLSDPGIALGVLSREERLERIPWIAPECVDSGA-PIGSAADQWSFGVTLLEICNNGDVPMSGSALSKKERFYQQKSRLPEPSSME    822 
LatTYK2      TTPFIKLSDPGIALNVLSREERLERIPWIAPECVDSGT-LSDTKADQWSFGVTLLEICNNGDVPLSSSALAKKERFYQQKGRLAEPSSQE    829 
DanTYK2      TSPFVKLSDPGISLSALSQGERVERIPWIAPECVADGT-RIGSAADKWSFGATLLEICNNGDLHVSNSTLSEKQRFYETQSRLAVPSSQE    814 
HomTYK2      TSPFIKLSDPGVGLGALSREERVERIPWLAPECLPGGANSLSTAMDKWGFGATLLEICFDGEAPLQSRSPSEKEHFYQRQHRLPEPSCPQ    840 
                                                                                                                                                  
                                                                                                             
trJAK2a      LANLINSCMDYEPSHRPSFRAIIRDLNSLFTPDYELLVESDMVP-NRTRGFGFPWASE-SQEPAQFEERHLIFLKQLGKGNFGSVEMCRY    869 
LatJAK2a     LANLINSCMDYEPLHRPSFRAVIRDLNSLFTPDYELLVESDMVP-NRTRGFGFPWASE-SQEPAQFEERHLIFLKQLGKGNFGSVEMCRY    870 
DanJAK2a     LASVINSCMDYEPLHRPSFRALIRDLNSLYTPDYELLVESDTVP-SRHRGPGLAGAFE-SQEPTQFQARHLIFLQLLGKGNFGSVEKCRY    831 
HomJAK2      LANLINNCMDYEPDFRPSFRAIIRDLNSLFTPDYELLTENDMLPNMRIGALGFSGAFE-DRDPTQFEERHLKFLQQLGKGNFGSVEMCRY    868 
trJAK3       LADLISQCMDYQAAFRPSCRSIIRQLNSLITSDYVILHATEP--VTQSP-VWRALSPQHDQT--LFEERHLRYITPLGKGNFGSVELCRY    843 
LatJAK3      LADLISQCMDYQAAFRPSCRSIIRQLNSLITSDYVILHATEP--VTQSP-VWRALSPQHDQT--LFEERHLRYISPLGKGNFGSVELCRY    843 
DanJAK3      LAELISHCMQYQPELRPSCRSIIRQLNSLITSDYEILHATDT--LPESNGFWKKLNIFKKQQEDVFEERYLRFISVLGKGNFGSVELCRY    835 
HomJAK3      LALLIQQCMAYEPVQRPSFRAVIRDLNSLISSDYELLSDPTPGALAPRDGLWNGAQLYACQDPTIFEERHLKYISQLGKGNFGSVELCRY    841 
trJAK1       LAELMTDCMSYDPKKRPFFRAIVRDIDMLVE---------------TNPSIQPQ--PTPEVDPTVFEKRFLRKIRELGEGHFGKVELCRY    908 
LatJAK1      LAELMTHCMNYDPKKRPFFRAIVRDIDMLEE---------------KNPSIKPQ--PTPEVDPTVFEKRFLKKIRDLGEGHFGKVELCRY    910 
DanJAK1      LAKLMIHCMTYDPRQRLFFRAIVRDIVMVEK---------------QNPSIQPV--PMLEVDPTVFEKRFLKKIRDLGEGHFGKVELCRY    891 
HomJAK1      LADLMTRCMNYDPNQRPFFRAIMRDINKLEE---------------QNPDIVSEKKPATEVDPTHFEKRFLKRIRDLEEGHFGKVELCRY    882 
trTYK2       LARFISMCLTYEPVERPSFRTVLRELIEIMK---------------KDPDIS-PSETLPDTDSSVFHKRYLKEIRELGEGHFGKVTLYLH    896 
LatTYK2      LASFISMCLTYEPVERPSFRTVLRELTEGM----------------IDPAIS-PGETLPDSDPSVFHKRYLKELRELGEGHFGKVTLYLY    902 
DanTYK2      LASFISRCLTYDAAARPSFRTILRELTEIQI---------------KNPDISSECESLPDKDPSVFYKRYLRKIRDLGEGHFGKVMLYVY    889 
HomTYK2      LATLTSQCLTYEPTQRPSFRTILRDLTRLQPH--------------NLADVLTVNPDSPASDPTVFHKRYLKKIRDLGEGHFGKVSLYCY    916 
                                                                                                             
                                                                                                                                                  
trJAK2a      DPLQDSTGEVVAVKKLQHSTA--EHLRDFEREIEILKSLHHENIVKYKGVCYSAGRRNLRLIMEYLPYGSLRDYLIKHKDHFDSKKLLHY    957 
LatJAK2a     DPLQDSTGEVVAVKKLQHSTA--EHLRDFEREIEILRSLQHENIVKYKGVCYSAGRRNLRLIMEYLPFGSLRDYLIKHKDHFDSMKLLHY    958 
DanJAK2a     DPLQDNTGEVVAVKKLQHSTA--EHLRDFEREIEILRSLQHENIVRYKGVCYSAGRNNLRLVMEFLPFGSLRDYLSKNRERFDHSKLLLY    919 
HomJAK2      DPLQDNTGEVVAVKKLQHSTE--EHLRDFEREIEILKSLQHDNIVKYKGVCYSAGRRNLKLIMEYLPYGSLRDYLQKHKERIDHIKLLQY    956 
trJAK3       DPLGDNTGELVAVKKLQPNKQ--STQEDFQKEVNTLSVLHCDYIVKYRGVCYSMGRLSMSLVMEYLPYGSLIGYLENNRQNVNTRRMLLF    931 
LatJAK3      DPLGDNTGELVAVKKLQPNKQ--STQEDFQKEVNTLSVLHCDYIVKYRGVCYSMGRLSMSLVMEYLPYGSLIGYLESNRHNVNTRRMLLF    931 
DanJAK3      DPWGDNTGELVAVKELQSNKQ--ATMADFQREIQTISSLHCDYIVKYKGICYSTGRLSTKLVMEYLPYGSLIGYMEKHRHNVGNRKLLLF    923 
HomJAK3      DPLGDNTGALVAVKQLQHSGP--DQQRDFQREIQILKALHSDFIVKYRGVSYGPGRQSLRLVMEYLPSGCLRDFLQRHRARLDASRLLLY    929 
trJAK1       DPRGDRTGELVAVKSLKPENR-EEQSNNLSSEIDILKALYHENIVKYKGICQEEGGQAIKLIMEYLPLGSLKEYLPRNKSKTSLSTLLSY    997 
LatJAK1      DPRGDKTGELVAVKSLKPENR-EEQSNNLSSEIDILKALYHENIVKYKGICQEEGGQAIKLIMEYLPLGSLKEYLPRNKSKTNLSTLLSY    999 
DanJAK1      DPRGDRTGELVAVKSLKPENR-EEQSNNLWREIHILRELYHENIVKYKGICNEEGGRSIKLIMEFFPAGSLKEYLPRNKAHINLKTLLNY    980 
HomJAK1      DPE-DNTGEQVAVKSLKPESG-GNHIADLKKEIEILRNLYHENIVKYKGICTEDGGNGIKLIMEFLPSGSLKEYLPKNKNKINLKQQLKY    970 
trTYK2       DPSNDGTGECVAVKALKQEN--GYVPDGWMKEIEILKSLDHSNIVKYKGCCTELGGQVVQLIMEFLPLGSLREYLPKRK--LGVPQCLMF    982 
LatTYK2      DPANDGTGERVAVKALKQEN--GHVPDGWIKEIEILKSLYHSNIVKYKGCCTEMGGQVVQLIMEYLPLGSLRDYLPKRK--LGVPQCLMF    988 
DanTYK2      DPHNDGTGEYVAVKALKQEGDGSSLHVSWMKEIEILKSLYHNNIVKYKGCCTEMGGQVVQLIMEYVPLGSLREYMPKYG--QGIGQGLLF    977 
HomTYK2      DPTNDGTGEMVAVKALKADCG-PQHRSGWKQEIDILRTLYHEHIIKYKGCCEDQGEKSLQLVMEYVPLGSLRDYLPRHS--IGLAQLLLF    1003 
                                                                                                             
                                                                                                                                                  
trJAK2a      ASQICKGMDYLGTKRYIHRDLATRNILVESEMRVKIGDFGLTKVLPQDKEYYTVREPGESPIFWYAPESLTESKFSVASDVWSFGVVLYE    1047 
LatJAK2a     ASQICKGMDYLATKRYIHRDLATRNILVESEMRVKIGDFGLTKVLPQDKEYYTVREPGESPIFWYAPESLTESKFSVASDVWSFGVVLYE    1048 
DanJAK2a     ASQICKGMDYLAEKRYVHRDLATRNILVESEFRVKIGDFGLTKVLPQDKEYYTVREPGESPIFWYAPESLTESKFSVASDVWSFGVVLYE    1009 
HomJAK2      TSQICKGMEYLGTKRYIHRDLATRNILVENENRVKIGDFGLTKVLPQDKEYYKVKEPGESPIFWYAPESLTESKFSVASDVWSFGVVLYE    1046 
trJAK3       ASQICKGMEYLQSLRYVHRDLAARNILVASESLVKIADFGLAKIIPLDKEYYRVTQPGESPIFWYAPESISESRFSHKSDVWSFGVVLHE    1021 
LatJAK3      ASQICKGMEYLQTLRYVHRDLAARNILVASESLVKIADFGLTKIIPFDKEYYRVTQPGESPIFWYAPECINESRFSHKSDIWSFGIVLHE    1021 
DanJAK3      ASQICKGMEYLQSMRYVHRDLAARNILVASDNLVKIADFGLTKIIPVDKEYYRVTQPGESPVFWYAPESISELKFSHKSDVWSFGIVLHE    1013 
HomJAK3      SSQICKGMEYLGSRRCVHRDLAARNILVESEAHVKIADFGLAKLLPLDKDYYVVREPGQSPIFWYAPESLSDNIFSRQSDVWSFGVVLYE    1019 
trJAK1       SLQICKGMEYLGSKNYIHRDLAARNVLVENETTVKIGDFGLTKSIKDNEGYYTVKDDHDSPVFWYAPECLTLCKFYLASDVWSFGVTMYE    1087 
LatJAK1      SIQICKGMDYLGSQNYIHRDLAARNVLVENERTVKIGDFGLTKSIKDNEGYYTVKDDHDSPVFWYAPECLTLCKFYLASDVWSFGVTMYE    1089 
DanJAK1      SVQICQGMDYLGSRNYIHRDLAARNVLVENEGTVKMGDFGLTKSIKDNEGYYTVKDDLDSPVFWYAPECLIHCKFYRASDVWSFGVTMYE    1070 
HomJAK1      AVQICKGMDYLGSRQYVHRDLAARNVLVESEHQVKIGDFGLTKAIETDKEYYTVKDDRDSPKFGYAPECLMQSKFYIASDVWSFGVTLHE    1060 
trTYK2       AQQICQGMDYLHSQRYIHRDLAARNVLVENDSLVKIGDFGLTKYIPEGEIYYRVREDGDSPVFWYAIECLKESKFSFSSDIWSFGVTLYE    1072 
LatTYK2      AQQICMGMEYLHSKRYIHRDLAARNVLVENDNLVKIGDFGLTKYIPEGEIYYRVREDGDSPVFWYAIECLKESKFSFSSDIWSFGVTLYE    1078 
DanTYK2      AQQICLGMDYLHSKRYIHRDLAARNVLLENEGVVKIGDFGLTKYIPEGDIYYRVREDGDSPVFWYAIECLKESKFSFASDVWSFAVTLYE    1067 
HomTYK2      AQQICEGMAYLHAQHYIHRDLAARNVLLDNDRLVKIGDFGLAKAVPEGHEYYRVREDGDSPVFWYAPECLKEYKFYYASDVWSFGVTLYE    1093 
                                                                                                             
                                                                                                                                                  
trJAK2a      LYTYSDKNCSPPVVFMDKMGNEKQGQMIVYHLIDLLKQGYRLPAPDNCPKEIHKIMTECWSSDPKLRPTFKTLIHSVETVRDSKDG----    1133 
LatJAK2a     LFTYSDKNCSPPAVFMDKMGNEKQGQMIVYHLIDLLKQGYRLPAPDNCPKEIHKIMTECWSSDPKLRPTFKTLIHSVETVRDIKDG----    1134 
DanJAK2a     LFTYSEKSCSPPAVFMEQMGEDKQGQMIVYHLIDLLKRNYRLPAPDGCPAEIHALMKQCWAPEPADRPLFRDLARTVEDIQDSQSG----    1095 
HomJAK2      LFTYIEKSKSPPAEFMRMIGNDKQGQMIVFHLIELLKNNGRLPRPDGCPDEIYMIMTECWNNNVNQRPSFRDLALRVDQVRDNMAG----    1132 
trJAK3       LFSYCDMNCNPKRLYMQEIGHHVQGPSISMHLANILKTNWRLSAPPHCPPKVYSLMMQCWAYNFDERPCFSSLGNQIEIIMQDDR-----    1106 
LatJAK3      LFSFCDMSCNPKRLCMQEIGHNMQSPSISMHLANILKNGWRLSAPPHCPPKVYSLMKQCWAYNFEERPSFTSLGNQIEAIMQDER-----    1106 
DanJAK3      LFSYCDISQNPKKLCIQKIGRYVHSPSMAIHLLTLLKNNWRLPAPAQCPLKVHSIMMQCWEFNSENRPSFSSLKDLIENSLLDER-----    1098 
HomJAK3      LFTYCDKSCSPSAEFLRMMGCERDVPALCR-LLELLEEGQRLPAPPACPAEVHELMKLCWAPSPQDRPSFSALGPQLDMLWSGSRGCETH    1108 
trJAK1       LITYCDSSKSPMTLFLSMIG-RTHGQMTIIRLVKVLQEGRRLPRPESCPEPVYELMRKCWEQLPERRITFKRLIEELTNMQQQLQPQNSF    1176 
LatJAK1      LITYCDSSKSPMTLFLSMIG-RTHGQMTIIRLVKVLQEGKRLPRPDNCPEPVYELMRRCWEQLPERRITFKRLIEELN-MQQQLQPQNNF    1177 
DanJAK1      LLTYCDASCSPMSVFLKLIG-PTHGQMTVTRLVKVLEEGKRLPRPDDCSEQLYNLMRRCWEATPEKRIDFKSLIANFQQMLDNL------    1153 
HomJAK1      LLTYCDSDSSPMALFLKMIG-PTHGQMTVTRLVNTLKEGKRLPCPPNCPDEVYQLMRKCWEFQPSNRTSFQNLIEGFEALLK--------    1141 
trTYK2       ILTRCDQRQSPPLKFSEMMD-EPRGQMTVMVLIKLLEKQLRLPCPKDCPHEVKMLMEQCWASEPGQRPSFTSLIERLEAIRRSYDWQSGI    1161 
LatTYK2      ILTRCDHRQSPPVKFSEMMG-ATQGQMTVMVLIKLLEKNLRLPCPKDCPHEVKLLMEQCWAADPAQRPSFGPLIEKLEAIRRTYDWQSNI    1167 
DanTYK2      ILTNCSHRLSPPSKFSDMMG-TVHGQMTVVKLISLLEKNERLPCPPGCPREVYSLMEQCWDFNPDQRPSFLSLAESLEEIRGPYKQPSSL    1156 
HomTYK2      LLTHCDSSQSPPTKFLELIG-IAQGQMTVLRLTELLERGERLPRPDKCPCEVYHLMKNCWETEASFRPTFENLIPILKTVHEKYQGQAPS    1182 
                                                                                                             
                                                                   
trJAK2a      ----------------     - 
LatJAK2a     ----------------     - 
DanJAK2a     ----------------     - 



HomJAK2      ----------------     - 
trJAK3       ---ENPKG--------     1111 
LatJAK3      ---ENLKG--------     1111 
DanJAK3      ---EGCKG--------     1103 
HomJAK3      AFTAHPEGKHHSLSFS     1124 
trJAK1       ----------------     - 
LatJAK1      ----------------     - 
DanJAK1      ----------------     - 
HomJAK1      ----------------     - 
trTYK2       NFSLAQIC--------     1169 
LatTYK2      NFSLAQIC--------     1175 
DanTYK2      QLAQLNHR--------     1164 
HomTYK2      VFSVC-----------     1187 
                                   
 


