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                         501                                                                                              600 
       At1g32490   (411) VEEHQVLVIVGDTGSGKTTQIPQYLHEAGYTKRG--KVGCTQPRRVAAMSVAARVAQEMGVKLGHEVGYSIRFEDCTS-DKTVLKYMTDGMLLRELLGEP 
       At2g35340   (460) VKDHQVLIIVGETGSGKTTQIPQYLHEAGYTKLG--KVGCTQPRRVAAMSVAARVAQEMGGKLGHEVGYSIRFEDCTS-EKTILKYMTDGMLLRELLGEP 
       At4g16680   (235) IEENQVLVIVGETGSGKTTQIPQYLQEAGYTKRG--KIGCTQPRRVAAMSVASRVAQEVGVKLGHEVGYSIRFEDCTS-EKTVIKYMTDGMLLRELLIEP 
   C.elegansMOG4   (377) VKEHQVLIIEGETGSGKTTQLPQYLYEAGFCEGGK-RIGCTQPRRVAAMSVAARVADEVGCKLGTQVGYSIRFEDCTS-EKTVLKYMTDGMLLREFLNEP 
H.sapiensCDC28-1   (412) IANHQVLIIEGETGSGKTTQIPQYLFEEGYTNKGM-KIACTQPRRVAAMSVAARVAREMGVKLGNEVGYSIRFEDCTS-ERTVLRYMTDGMLLREFLSEP 
 S.cerevisaePRP2   (236) IKKNQVLIIMGETGSGKTTQLPQYLVEDGFTDQGKLQIAITQPRRVAATSVAARVADEMNVVLGKEVGYQIRFEDKTTPNKTVLKYMTDGMLLREFLTDS 
    S.pombeCDC28   (384) INEYQVLLIVAETGSGKTTQLPQFLHEAGYTKGNK-KICCTQPRRVAAMSVAARVAKEMDVRLGQEVGYSIRFENATS-EKTVIKYLTDGMLLREFLTEP 
                                   -----I----                    -- -Ia---- 
                                      -G424D                                  -R462C 
                         601                                                                                              700 
       At1g32490   (508) DLASYSVVIVDEAHERTLSTDILFGLVKDIARFRPDLKLLISSATMDAEKFSDYFDTAPIFSFPGRRYPVEINYTSAPEADYMDAAIVTILTIHVREPL-
       At2g35340   (557) DLGSYSVIIVDEAHERTLRTDILFGLVKDIARARPDLKLLISSATMDAEKFSDFFDQAPIFRFPGRRYPVDICFTTAPEADYMDAAITTVLTIHVKEPL- 
       At4g16680   (332) KLDSYSVIIIDEAHERTLSTDILFALVKDVAKVRPDLRLIISSATLEAKKFSEYFDSARIYLIPGRRYPVEKLFRKCPEPDYLETVIRTVVQIHQTEAI- 
   C.elegansMOG4   (475) DLASYSVMMIDEAHERTLHTDILFGLVKDIARFRKDLKLLISSATLDAEKFSSFFDDAPIFRIPGRRFPVDIYYTQAPEADYVDAAIVTIMQIHLTQPLP 
H.sapiensCDC28-1   (510) DLASYSVVMVDEAHERTLHTDILFGLIKDVARFRPELKVLVASATMDTARFSTFFDDAPVFRIPGRRFPVDIFYTKAPEADYLEACVVSVLQIHVTQPP- 
 S.cerevisaePRP2   (336) KLSKYSCIMIDEAHERTLATDILIGLLKDILPQRPTLKLLISSATMNAKKFSEFFDNCPIFNVPGRRYPVDIHYTLQPEANYIHAAITTIFQIHTTQSLP 
    S.pombeCDC28   (482) DLASYSVIIIDEAHERTLHTDILFGLVKDIARFRPDLKVLISSATIDAEKFSAYFDEAPVFYVPGRRYPVDIYYTPQPEANYIQAAITTILQIHTTQPA- 
                                   ---II--                          -III-- 
                                     -A520T                       -S549F 
                         701                                                                                              800 
       At1g32490   (607) GDILVFFTGQEEIETAEEILKHRIRGLGTKIRELIICPIYANLPSELQAKIFEPTPEGARKVVLATNIAETSLTIDGIKYVVDPGFSKMKSYNPRTGMES 
       At2g35340   (656) GDVLVFLPGQEEIEAVEENLKHKIRGLGTKIRELIICPIYANLPSELQAKIFEPTPEGARKVVLATNIAETSLTIDGIKYVVDPGFSKMKSYNPRTGMES 
       At4g16680   (431) GDILVFLTGQEEIETVETNLKRRMMDLGTKGSEIIICPIYSNLPTPLQAKVFEPAPKGTRKVVLATNIAETSLTIDGVKYVIDPGYCKINSYNPRTGMES 
   C.elegansMOG4   (575) GDILVFLTGQEEIETVQEALMERSKALGSKIKELIPLPVYANLPSDLQAKIFEPTPKDARKVVLATNIAETSVTIDGINYVIDPGFSKQNSFDARSGVEH 
H.sapiensCDC28-1   (609) GDILVFLTGQEEIEAACEMLQDPCRRLGSKIRELLVLPIYANLPSDMQARIFQPTPPGARKVVVATNIAETSPTIEGIIYVLDPGFCKQKSYNPRTGMES 
 S.cerevisaePRP2   (436) GDILVFLTGQEEIERTKTKLEEIMSKLGSRTKQMIITPIYANLPQEQQLKIFQPTPENCRKVVLATNIAETSLTIDGIRYVIDPGFVKENSYVPSTGMTQ 
    S.pombeCDC28   (581) GDILVFLTGQDEIELMSENMQELCRILGKRIPEIILCPIYANLPSELQAKIFDPTPPGARKVVLATNIAETSITIDGVNFVIDSGFVKQNMYNPRTGMES 
                         - IV-     -                                                        ---V- - 
 
                         801                                                                                              900 
       At1g32490   (707) LLITPISKASATQRAGRAGRTSPGKCYRLYTAFNYNNDLEENTVPEVQRTNLASVVLALKSLGIHDLINFDFMDPPPAEALVKSLELLFALGALNKLGEL 
       At2g35340   (756) LLVTPISKASATQRTGRAGRTSPGKCYRLYTAFNYYNDLEDNTVPEIQRTNLASVVLSLKSLGIHNLLNFDFMDPPPSEALIKSLELLFALGALNQLGEL 
       At4g16680   (531) LLVTPISKASAAQRAGRSGRTGPGKCFRLYNIK----DLEPTTIPEIQRANLASVVLTLKSLGIQDVFNFDFMDPPPENALLKALELLYALGALDEIGEI 
   C.elegansMOG4   (675) LHVVTISKAAANQRAGRAGRTGPGKCFRLYTAWAYKHELEEQPIPEIQRTNLGNVVLMLKSLGIHDLVHFDFLDPPPQETLVIALEQLYALGALNHRGEL 
H.sapiensCDC28-1   (709) LTVTPCSKASANQRAGRAGRVAAGKCFRLYTAWAYQHELEETTVPEIQRTSLGNVVLLLKSLGIHDLMHFDFLDPPPYETLLLTLEQLYALGALNHLGEL 
 S.cerevisaePRP2   (536) LLTVPCSRASVDQRAGRAGRVGPGKCFRIFTKWSYLHELELMPKPEITRTNLSNTVLLLLSLGVTDLIKFPLMDKPSIPTLRKSLENLYILGALNSKGTI 
    S.pombeCDC28   (681) LVSVPCSRASADQRAGRAGRVGPGKCFRLYTRWTYNNELDMVTSPEIQRTNLTNIVLLLKSLGINNLLDFDFMDAPPPETLMRSLELLYALGALNNRGEL 
                                     ---VI---                 ---     ---- 
                         901                                                                                             1000 
       At1g32490   (807) TKAGRRMAEFPLDPMLSKMIVVSDK----YKCSDEIISIAAMLSIGGSIFYRPKDKQVHADNARMNFHTG--NVGDHIALLKVYSSWKETNFSTQWCYEN 
       At2g35340   (856) TKAGRRMAEFPLDPMLSKMIVVSDK----YKCSDEIISIAAMLSIGPSIFYRPKDKQVHADNAMKNFHVG--NVGDHIAFLKIYNSWKETNYSTQWCYEN 
       At4g16680   (627) TKVGERMVEFPVDPMLSKMIVGSEK----YKCSKEIITIAAMLSVGNSVFYRPKNQQVFADKARMDFYEDTENVGDHIALLRVYNSWKEENYSTQWCCEK 
   C.elegansMOG4   (775) TKLGRRMAEFPCDPCMSKMIIASEK----YECSEEIVTIAAMLSCNAAVFYRPKAQVIHADSARKGFWSP---AGDHITLMNVYNKWQESSFSQRWCVEN 
H.sapiensCDC28-1   (809) TTSGRKMAELPVDPMLSKMILASEK----YSCSEEILTVAAMLSVNNSIFYRPKDKVVHADNARVNFFLP---GGDHLVLLNVYTQWAESGYSSQWCCEN 
 S.cerevisaePRP2   (636) TRLGKMMCEFPCEPEFAKVLYTAATHEQCQGVLEECLTIVSMLHETPSLFIGQKR---DAAASVLSEVES-----DHILYLEIFNQWRNSKFSRSWCQDH 
    S.pombeCDC28   (781) TKLGRQMAEFPTDPMLSKSLIASSK----YGCVEEVLSIVSMLGEASSLFYRPKDKIMEADKARANFTQP---GGDHLTLLHIWNEWVDTDFSYNWAREN 
 
                         1001                                                                                            1100 
       At1g32490   (901) YIQVRSMKRARDIRDQLEGLLERVEIDISSNLN----------ELDSVRKSIVAGFFPHTAKLQKNGS-YRTVKHPQ---TVHIHPNSGLSQ------VL 
       At2g35340   (950) YIQVRSMKRARDIRDQLEGLLERVEIDVSSNAN----------ELDSIRKSIVAGFFPHTAKLQKNGS-YRTVKHPQ---TVHIHPASGLSQ------VL 
       At4g16680   (723) FIQSKSMKRARDIRDQLLGLLNKIGVELTSNPN----------DLDAIKKAILAGFFPHSAKLQKNGS-YRRVKEPQ---TVYVHPNSGLFG------AS 
   C.elegansMOG4   (868) YVQHRTMKRARDVRDQLVGLLERVEIETKSST-----------DTIKIRKAITAGYFYNVSKLDNTGH-YKTVKHKH---TTHPHPNSCLFE------ET 
H.sapiensCDC28-1   (902) FVQFRSMRRARDVREQLEGLLERVEVGLSSCQG----------DYIRVRKAITAGYFYHTARLTRSG--YRTVKQQQ---TVFIHPNSSLFE------QQ 
 S.cerevisaePRP2   (728) KIQFKTMLRVRNIRNQLFRCSEKVGLVEKNDQARMKIGNIAGYINARITRCFISGFPMNIVQLGPTG--YQTMGRSSGGLNVSVHPTSILFVNHKEKAQR 
    S.pombeCDC28   (874) FLQYKSLCRARDVRDQLANLCERVEIELVTNSS---------ESLDPIKKAITAGYFPNAARLDRSGDSYRTVKSNQ---TVYIHPSSSVAE------KK 
                           -Q903stop 
 
                         1101                                                                          1182 
       At1g32490   (981) P-RWVVYHELVLTSKEYMRQVTELKP-EWLIELAPHYYQLKDVEDAASKKMPKGAGKAAM---------------------- 
       At2g35340  (1030) P-RWVVYHQLVLTSKEYMRQVTELKP-EWLIEIAPHYYQLKDVEDATSKKMPKTSGRAVV---------------------- 
       At4g16680   (803) PSKWLVYHELVLTTKEYMRHTTEMKP-EWLIEIAPHYYKLKDIEDTRPKKTQRRIEEASTSKVDTNKKTRTSKVDTNKKSKR 
   C.elegansMOG4   (947) P-RWVVYFELVFTSKEFMREMSEIES-GWLLEVAPHYYKGRELEDATNKKMPKNKGKSGKDLER------------------ 
H.sapiensCDC28-1   (981) P-RWLLYHELVLTTKEFMRQVLEIES-SWLLEVAPHYYKAKELEDPHAKKMPKKIGKTREELG------------------- 
 S.cerevisaePRP2   (826) PSKYVLYQQLMLTSKEFIRDCLVIPKEEWLIDMVPQIFKDLIDDKTNRGRR------------------------------- 
    S.pombeCDC28   (956) P-KVIIYFELGFDN-------------------------------------------------------------------- 
                           ---------------- 

 




