
                                                                                                                                                            

                  *        20         *        40         *        60         *        80         *       100         *       120         *       140       

FgYck1 : ----------------------------------------------------------MASS-----SSNVVGVHYRVGKKIGEGSFGVIFEGTNLLNNQQVAIKFEPRKSDAPQLRDEYRTYKILVGCPGIPNVYYFGQ :  77 

FoYck1 : ----------------------------------------------------------MASS-----SSNVVGVHYRVGKKIGEGSFGVIFEGTNLLNNQQVAIKFEPRKSDAPQLRDEYRTYKILVGCPGIPNVYYFGQ :  77 

MoYck1 : ----------------------------------------------------------MASS-----SSNVVGVHYRVGKKIGEGSFGVIFEGTNLLNNQQVAIKFEPRKSDAPQLRDEYRTYKILVGCPGIPNVYYFGQ :  77 

NcYck1 : ----------------------------------------------------------MASST----SSNVVGVHYRVGKKIGEGSFGVIFEGTNLLNNQQVAIKFEPRKSDAPQLRDEYRTYKILVGCPGIPNVYYFGQ :  78 

BcYck1 : ----------------------------------------------------------MASS-----SSNVVGVHYRVGKKIGEGSFGVIFEGTNLLNNQQVAIKFEPRKSDAPQLRDEYRTYKILVGCPGIPNVYYFGQ :  77 

AnYck1 : ----------------------------------------------------------MASS-----SSNVVGVHYRVGKKIGEGSFGVIFEGTNLLNNQQVAIKFEPRKSDAPQLRDEYRTYKILVGCPGIPNVYYFGQ :  77 

UmYck1 : ----------------------------------------------------MTSHASHASS-----GSNVVGVHYRVGKKIGEGSFGVIFEGTNLLNSQTVAIKFEPRKSDAPQLRDEYRTYKILSGCPGIPQVYYFGQ :  83 

CaCK1  : ----------------------------------------------------MNFGTSHSSSSKNSHNNNVVGLHYKIGKKIGEGSFGVIFEGVNILNNAQVAIKFEPRKCEAPQLRDEYRAYKQLQGSKGIPNAYYFGQ :  88 

Yck1   : ---MSMPIASTT--LAVNN--LTNINGNANFNVQANKQLHHQAVDSPARSSMTATTAANSNSNSSRDDSTIVGLHYKIGKKIGEGSFGVLFEGTNMINGVPVAIKFEPRKTEAPQLRDEYKTYKILNGTPNIPYAYYFGQ : 133 

Yck2   : MSQVQSPLTATNSGLAVNNNTMNSQMPNRSNVRLVNGTLPPSLHVSSNLNHNTGNSSASYSGSQSRDDSTIVGLHYKIGKKIGEGSFGVLFEGTNMINGLPVAIKFEPRKTEAPQLKDEYRTYKILAGTPGIPQEYYFGQ : 140 

                                                                           

                                                                                                                                                            

                  *       160         *       180         *       200         *       220         *       240         *       260         *       280       

FgYck1 : EGLHNILVIDLLGPSLEDLFDHCGRRFSIKTVVMVAKQMLSRVQTIHEKNLIYRDIKPDNFLIGRPGTKASSVIHVVDFGMAKQYRDPKTKQHIPYRERKSLSGTARYMSINTHLGREQSRRDDLEALGHVFLYFLRGGL : 217 

FoYck1 : EGLHNILVIDLLGPSLEDLFDHCGRRFSIKTVVMVAKQMLSRVQTIHEKNLIYRDIKPDNFLIGRPGTKASSVIHVVDFGMAKQYRDPKTKQHIPYRERKSLSGTARYMSINTHLGREQSRRDDLEALGHVFLYFLRGGL : 217 

MoYck1 : EGLHNILVIDLLGPSLEDLFDHCNRRFTIKTVVMVAKQMLSRVQTIHEKNLIYRDIKPDNFLIGRPGTKTANVIHVVDFGMAKQYRDPKSKQHIPYRERKSLSGTARYMSINTHLGREQSRRDDLEALGHVFMYFLRGGL : 217 

NcYck1 : EGLHNILVIDLLGPSLEDLFDHCNRRFSLKTVVMVAKQMLSRVQTIHEKNLIYRDIKPDNFLIGRQGTKTANVIHVVDFGMAKQYRDPKTKQHIPYRERKSLSGTARYMSINTHLGREQSRRDDLEALGHVFMYFLRGGL : 218 

BcYck1 : EGLHNILVIDLLGPSLEDLFDHCNRRFSTKTVVMVAKQMLSRVQTIHEKNLIYRDIKPDNFLIGRPNTKAANVIHVVDFGMAKQYRDPKTKQHIPYRERKSLSGTARYMSINTHLGREQSRRDDLEALGHVFMYFLRGGL : 217 

AnYck1 : EGLHNILVIDLLGPSLEDLFDHCNRRFSVKTVVMVAKQMLSRVQTIHEKNLIYRDIKPDNFLIGRPNSKAANVIHVVDFGMAKQYRDPKTKQHIPYRERKSLSGTARYMSINTHLGREQSRRDDLEALGHVFMYFLRGGL : 217 

UmYck1 : EGLHNILVIDLLGPSLEDLFDMCGRKFSIKTVVMTAKQMITRVQTIHEKNLIYRDIKPDNFLIGRPMTKGANLVHVVDFGMAKQYRDPKTKQHIPYRERKSLSGTARYMSINTHLGREQSRRDDLEALGHVFMYFLRGGL : 223 

CaCK1  : EGVHNILVIDLLGPSLEDLFDWCGRRFSIKTVIQVAIQMIRLVEQVHQQNLIYRDIKPDNFLIGKPDTPEANQIFFVDFGMAKQYRDPRTKQHIPYREKKALSGTARYMSINTHLGREQSRRDDLESLGHVFMYFLRGAL : 228 

Yck1   : EGLHNILVIDLLGPSLEDLFDWCGRKFSVKTVVQVAVQMITLIEDLHAHDLIYRDIKPDNFLIGRPGQPDANNIHLIDFGMAKQYRDPKTKQHIPYREKKSLSGTARYMSINTHLGREQSRRDDMEALGHVFFYFLRGHL : 273 

Yck2   : EGLHNILVIDLLGPSLEDLFDWCGRRFSVKTVVQVAVQMITLIEDLHAHDLIYRDIKPDNFLIGRPGQPDANKVHLIDFGMAKQYRDPKTKQHIPYREKKSLSGTARYMSINTHLGREQSRRDDMEAMGHVFFYFLRGQL : 280 

               

                                                                                                                                                            

                  *       300         *       320         *       340         *       360         *       380         *       400         *       420       

FgYck1 : PWQGLKAATNKQKYEKIGEKKQTTIIKDLCEGFPEEFSKYLTYVRNLGFEDTPDYDYLRELFTQALKNTGEVEDGEYDWMKISK----------DSGKGWDSKNHSNAYLHNPNVRPGPSQMELHSGHRPGNT------- : 340 

FoYck1 : PWQGLKAATNKQKYEKIGEKKQTTAIKDLCEGFPEEFSKYLTYVRNLGFEDTPDYDYLRELFTQALKNTGEVEDGEYDWMKISK----------DSGKGWDSKSHSGAYLHNPNVRPGPSQMELHSGHRPGNT------- : 340 

MoYck1 : PWQGLKAATNKQKYEKIGEKKQTTAIKELCEGFPIQFEKYLTYVRNLGFEDTPDYDYLRELFTQALKESGGVEDGEYDWMKVSK----------DKKNDWDR-----QAMHNPSQRPGASNMELHGASRGAHA------- : 335 

NcYck1 : PWQGLKAATNKQKYEKIGEKKQTTAIKDLCEGFPEQFAQYLTYVRNLGFEDQPDYDYLRELFSQALKDAGGVEDGEYDWMKVNKS---------DKKGDWDRP----GALHNPNARPGPSAMEIHN-SRGPTT------- : 337 

BcYck1 : PWQGLKAATNKQKYEKIGEKKQTTAIKDLCDGFPEEFNQYLSYVRNLGFEDTPDYDYLRDLFTQALKNSGEVEDGEYDWMKLNN----------GKGWEAMKQHPSQHMLHQPNAVPGASQRELHGTARGGNT------- : 340 

AnYck1 : PWQGLKAATNKQKYEKIGEKKQTTAIKELCEGFPEEFTKYLSYVRNLGFEDTPDYDYLRDLLTQALKNAGEVEDGEYDWMKLNN----------GRGWE-YKSYSSQQALQN--SAMHTSARDLHGQQIRNSQ------- : 337 

UmYck1 : PWQGLKAATNKQKYEKIGEKKQSTPIKELCEGFPEEFGIYLNYVRKLGFEETPDYDFLRELFTKVLKSSGEQEDGVFDWMLLNNGKGWEAGTSRDRRDERERERQRETRASAAPQASAAAAQQPAALARNGSKG------ : 357 

CaCK1  : PWQGLKAPTNKQKYEKIGMKKQTTSINELCYGFPIQFAQYLTYVRNLKFDETPDYQYLVGLMEKASISAGIELDGHFDWMDLNG----------GKGWDAALN------------------------------------- : 321 

Yck1   : PWQGLKAPNNKQKYEKIGEKKRSTNVYDLAQGLPVQFGRYLEIVRSLSFEECPDYEGYRKLLLSVLDDLGETADGQYDWMKLND----------GRGWDLNINKKPNLHGYGHPNPPNEKSRKHRNKQLQMQQLQMQQLQ : 403 

Yck2   : PWQGLKAPNNKQKYEKIGEKKRLTNVYDLAQGLPIQFGRYLEIVRNLSFEETPDYEGYRMLLLSVLDDLGETADGQYDWMKLNG----------GRGWDLSINKKPNLHGYGHPNPPNEKSKRHRSKNHQYSSPDHHHHY : 410 

                                                           

                                                                                                                                                            

                  *       440         *       460         *       480         *       500         *       520         *       540         *       560       

FgYck1 : --------------------TSHQQAQN-LTVGRLNAAQPPPPSPIKQMG-KQRDRPSAPGALSAQRGSGVGGLR-DMATPTGSTQAQFQNSAQNLPQQPRTSQQGPATQPTQASGQPAN--PQPSGFQKLMKTL : 453 

FoYck1 : --------------------TSHQQAQN-LTVGRLNAAQPPPPSPIKQMG-KQRDRPSAPGALSAQRGSGVGGLR-DMATPTGSTQAQFQNSAQNLPQQPRTSQQGQATQPAQASGQQAN--PQPSGFQKLMKTL : 453 

MoYck1 : --------------------SDLRDPRARLTVDRLNAAQPPPPSPIKAN--QGKDRRNAPGAIMASRGT-AGGLR-DMATPTGSTQAQFQNSTQNLPQRP-MHQQSNMTQPQLNNGRPAE--PEPTGFQKFMKVL : 446 

NcYck1 : --------------------HHASDPRAQLTAARLNAPQPSP--PAQPGQ-RAKEQPNANAQNNRAYKS--------QPTPTQSAGNGAQPYNMQQPPQRTMTHTATSNTNPPPSNQPQQ---QQGGIKGIWKAL : 441 

BcYck1 : --------------------TPGH-----LTAARLNAAQPPPPSPIKPGMGKSRDRQNAPGALAPKRNSGAAGAIQDASTPAGSTQAQFQNSSNNLPQRMSAAQQTPLNTN----GRGPSEQSPPTAMQKIMKAL : 449 

AnYck1 : --------------------RPG------VTADRLNAAQPPPPSPAKPGAGKTREPQNVRGGIPPKRQSGGF-----DTTPAASTVAQFQNSNANISGHRIGSPATPAKNQPAPGGQQASNEPQPTLMQKVMKAL : 444 

UmYck1 : -------------------GRKSGGAQQHLQSDRSQAGQLRASHGDYTQSGSGYGGVGHASNVAVHDATVVGIPN-QNGTREHSHVGHMTPTAMS-SGNGLDRRGDTRQAVGISNGDDHHPAERKTVGQKLMDVL RCG: 476 

CaCK1  : ------------------------------KKANLHGYGNPYPHPSQGQ----RRAATTAGTIQT--------------TTIITKISTIQFTPSTITWEFSFKR------------------------------------ : 377 

Yck1   : QQQQQQQYAQ---KTEADMRNSQYKPKLDPTSYEAYQHQTQQKYLQEQQKRQQQQKLQEQQLQEQQLQQQQQQQQQLRATGQPPSQPQAQTQSQQFGARYQPQQQPSAALRTPEQHPNDDNSSLAASHKGFFQKLG -- : 538 

Yck2   : NQQQQQQQAQAQAQAQAQAKVQQQQLQQAQAQQQANRYQLQPDDSHYDEERE-ASKLDPTSYEAYQQQTQQKYAQQQQKQMQQKSKQFANTGANGQTNKYPYNAQPTANDEQNAKNAAQDRNSNKSS-KGFFSKLG -- : 546 
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