
A. 
CaSch9      1 MVDFAKSLFGFGNYKKESSLQSPTPPPSAHSSQEQHHKSNTEEYPQSHLS 
ScSch9      1 MMNF---------FTSKSSNQD-----TGFSSQHQH--PNGQNNGNNNSS 
 
CaSch9     51 QQQHSHRYQPPHMSEQSHQFPQQQQQQQQSGTNKFFPKTLVSAAPTTAVA 
ScSch9     35 TAGNDNGYPCKLVSSG----PCASSNNGALFTN----FTLQTATPTTAIS 
 
CaSch9    101 NHSSVYGTTSTTTNNYPEAYLNQTFKNNIYNPQQQQQQQAQQPPPEQQQS 
ScSch9     77 QDLYAMGTTGITSEN--ALFQMKSMNNGISSVNNNNSNTPTIITTSQEET 
 
CaSch9    151 SAPYQNSANIQQPYGNQWGSS--QDQDANIITIDKTGNKLSPASR----- 
ScSch9    125 -----NAGNV---HGDTGGNSLQNSEDDNFSSSSTTKCLLSSTSSLSINQ 
 
CaSch9    194 ----------DSPI-KGKLKVTILEAKDIFA----TQPYVVCSFESSEFV 
ScSch9    167 REAAAAAYGPDTDIPRGKLEVTIIEARDLVTRSKDSQPYVVCTFESSEFI 
 
CaSch9    229 TNAPDSYGKSPVSSFGHNNNQGHNGPRNMYNSNHGPSPKALPMKNSGN-- 
ScSch9    217 SNGPESLGAINNNNNNNNNNQ-HNQNQHINNNNENTNPDAASQHHNNNSG 
 
CaSch9    277 -----------------LFGQRPSMYQRQL----------------STPH 
ScSch9    266 WNGSQLPSIKEHLKKKPLYTHRSSSQLDQLNSCSSVTDPSKRSSNSSSGS 
 
CaSch9    294 LNLP-NDSSNPIWNHDTIFDVVGSKSELDISVYDGARDDAFLGHVRISPS 
ScSch9    316 SNGPKNDSSHPIWHHKTTFDVLGSHSELDISVYDAAHDHMFLGQVRLYPM 
 
CaSch9    343 TDK-NNKNESEWLQLGARITGETVSSGHIKIKWEYTSFDNNIKRSYGPDD 
ScSch9    366 IHNLAHASQHQWHSLKPRVIDEVV-SGDILIKWTY---KQTKKRHYGPQD 
 
CaSch9    392 FHFLRLLGKGTFGQVFQVRKKDTNRVYAMKILSKKVIVKKKEIAHTIGER 
ScSch9    412 FEVLRLLGKGTFGQVYQVKKKDTQRIYAMKVLSKKVIVKKNEIAHTIGER 
 
CaSch9    442 NILVRTSAASSPFIVGLKFSFQTPSDLFLVTDFMSGGELFFHLQKEGRFN 
ScSch9    462 NILVTTASKSSPFIVGLKFSFQTPTDLYLVTDYMSGGELFWHLQKEGRFS 
 
CaSch9    492 EDRSKFYTAELILALEHLHDNDIVYRDLKPENILLDANGHIALCDFGLSK 
ScSch9    512 EDRAKFYIAELVLALEHLHDNDIVYRDLKPENILLDANGNIALCDFGLSK 
 
CaSch9    542 ADLNMDGTTNTFCGTTEYLAPEVLLDEQGYTKMVDFWSLGVLIFEMTCGW 
ScSch9    562 ADLK--DRTNTFCGTTEYLAPELLLDETGYTKMVDFWSLGVLIFEMCCGW 
 
 
CaSch9    592 SPFHAENTQQMYKNIAFGKVRFPKDVLSPEGRSFVKGLLNRNPKHRLGAT 
          610 SPFFAENNQKMYQKIAFGKVKFPRDVLSQEGRSFVKGLLNRNPKHRLGAI 
 
CaSch9    642 DDARELKAHPFFADIDWDLLRAKNIPPPFKPHIVSETDISNFDTEFTSEN 
ScSch9    660 DDGRELRAHPFFADIDWEALKQKKIPPPFKPHLVSETDTSNFDPEFTTAS 
 
CaSch9    692 TSAL-KRQMEIATTPLSPGIQANFKGFTYVDDSTMDDHFA--RSYRANA- 
ScSch9    710 TSYMNKHQPMMTATPLSPAMQAKFAGFTFVDESAIDEHVNNNRKFLQNSY 
 
CaSch9    738 FRPPGSFIPGDPNLPPDEEVLAEQIEEE---------------DEMEVDE 
ScSch9    760 FMEPGSFIPGNPNLPPDEDVIDDDGDEDINDGFNQEKNMNNSHSQMDFDG 
 
CaSch9    773 DQHMDDEFVNGRFDL 
ScSch9    810 DQHMDDEFVSGRFEI 
 



B. 
CaRim15      1 MSNTPNKSTPEPESTVFHGSIFEHPHLHHSVSERSISPRHVSKESQNHNH 
ScRim15      1 MFNRSNTA------------------------------------------ 
                                                            *****        
CaRim15     51 NHQQQQQASNSLNFSDQVSGYDYPSATIEEQID--LRLASSNNPTIVMEL 
ScRim15      9 GGSQAMKEGLGINKLSPISSNSNPSSLTSSNYEKYLQLATEKNPCMILEL 
 
                ************************** 
CaRim15     99 DLDGNIRYLSKNWEYIVGT-NIKKIVNRHISKIIIGNNDDDSQVFNIAID 
ScRim15     59 ELDGKVRYGSPQWNTITGVADDSGSSPTYIADLILG-SDQDKGVFQKATD 
 
CaRim15    148 AMT-REDISYKVKFITATNHTQRNKDGEEVYNDLNDLLLSRSHDDEQSGI 
ScRim15    108 MLLMNDDTSCTITF------------------------------------ 
 
CaRim15    197 LTPHNSMEDMAKNDNIPVNNYFEKQQQQQQQQQQQQQQHLESSQQEPEKI 
ScRim15    122 ------------------------------------------------KI 
 
CaRim15    247 DTSDTSSTLSSEISNDGEIIELEAQGILIHDAKTKLPTHSMWTIRPFKEI 
ScRim15    124 KAADYEG--SAGCDDESTITTLEARGILIRDGHTQLPSHTMWIVKPRTND 
 
CaRim15    297 -----------------------DLELTLPIALIDLLGFGSEIFEGYLVS 
ScRim15    172 WSDFYANEDAQDDMVIQLSDNCDDIDIQLPEEFAKTLGFGAKIFVQYLKR 
 
CaRim15    324 LKNLGIIDEESVPQPKMILCRICETNIPAWFIEKHSDLCVLEHRAAEKLQ 
ScRim15    222 IRLEMIIDEFNLPLPKMELCRVCENFVPVWWLETHSQSCVCEHRTESLIQ 
 
CaRim15    374 QYHDAIGEQKELVIRISESLAVSNQSLPLLSSSSGGSCSGLNTPPPQLLT 
ScRim15    272 LLHDNLLEQQAILANFTKDSEYKGSQIQVRSNNF------LN----QVLD 
 
CaRim15    424 NQSLLASSASLVSSASSSSSEGESSSSSSHLILEYKGLPLPNMSDYPSPK 
ScRim15    312 SLRELCQDAIDINPS-------EMVPDLYH-----------SLSTFPQDN 
 
CaRim15    474 LANKILTKNFQSKNKHALMFSKKFPFGILQRIVELCDEALLVNPPSTNED 
ScRim15    344 -GNNNNNNNNNNNNNNALL--DQFP----------------IQKDTVSLN 
 
CaRim15    524 NILAFSPGSEKALNVVMS--SSFL--ETSDVAIKQLIEDTQELINDKMET 
ScRim15    375 SYFQFSPRTNHNIQNVTSWQSRFFLNDDQDPGLALLIHDTLDLARKKVDA 
 
CaRim15    570 LSRLVSILQFSEKIKHEVDTLVLCTVRETVEKIKNQTILESRECTPINND 
ScRim15    425 VLRLDNAMTYSLKIKNEVNNYVVQLIREQIE-INKHAILTH----PMNLR 
 
CaRim15    620 SSISIN-------------EEVVPSRLETSNIKDQQQTQIEEPPPPQQQP 
ScRim15    470 SSSIFHSPLPQIHSQQPEAENLIYSSSTPLQVQHDQCASFEAPSKSHLEP 
 
CaRim15    657 TQNIQDNYQEQPISETLNLTTT---TTTASTLQAPKPHKSISP--IISDL 
ScRim15    520 IPFPVSSIEETPTANDIRHPSPLPRSCSNTVMKLPTPRRKLDSNGLFSDA 
 
CaRim15    702 LTPGENVITPK-DILLKESKSYNTSMSASPLNRSGSSLCTP-RPQSMVAP 
ScRim15    570 YLNADIIPNPSIESTISIDRDNNTNSRGSSMKQYGIGEATDSRTSNSERP 
 
CaRim15    750 VSTSNSSRDLLESI---QVLDLSKRSSENNSQYSSPRRHLSPAPPPYVEK 
ScRim15    620 SSSSSRLGIRSRSITPRQKIEYSHVDNDDRTNEMLSRDKDSLQPQPSVDT 
 
CaRim15    797 SNLTTLQKNTAATPIASPSLTT--MEDINASATTTTTTNIGGYGGLGDK- 
ScRim15    670 TITSSTQATTTGTKTNSNNSTNSVLPKLMTSISLTPRRGSPSFGNLASHS 
 
CaRim15    844 -------KITH----------LSLNTQVPSQ-PSS-AMSSSVKSATIRPP 
ScRim15    720 MQQTNSFKLIHDKSPISSPFTFSKDFLTPEQHPSNIARTDSINNAMLTSP 
 
CaRim15    875 ---LSPLLVSTQQPQPRLSTGGIRDYQVIKPISKGAFGSVFLGKRKLTGD 
ScRim15    770 NMPLSPLLLATNQ-TVKSPTPSIKDYDILKPISKGAYGSVYLARKKLTGD 
 
CaRim15    922 YVAIKCLKKRDMIAKNQVLNVKSERAVMMRQSDSPYVAQLYSSFQSRDYL 
ScRim15    819 YFAIKVLRKSDMIAKNQVTNVKSERAIMMVQSDKPYVARLFASFQNKDNL 
 
CaRim15    972 YLVMEYLNGGDCANLLKTLGVIGVDWTPRYIAEIIVGVDDLHNRGIIHRD 
ScRim15    869 FLVMEYLPGGDLATLIKMMGYLPDQWAKQYLTEIVVGVNDMHQNGIIHHD 
 
CaRim15   1022 LKPDNILIDKNGHLKLTDFGLSRLGVVGRQQTQQHRKSSTNEQGIELFRS 
ScRim15    919 LKPENLLIDNAGHVKLTDFGLSRAGLIRRHKFVPHKSSLSISSTLPIDNP 



 
CaRim15   1072 MLSEESNQKKVNPG-IGTPFSLSPSLEQSRVSFNSQQQQQQQQQMGVPAG 
ScRim15    969 ANNFTMNNNNSNHSQLSTPDSFTSDHKQ----YNRSKKSSLGQQY----- 
 
CaRim15   1121 NAPSVSSLAAGENFVLSSTSPTLAYLESFNSLSSVSTPTGATQQQQQQQP 
ScRim15   1010 -----------EHSEYSSTS---------NSHSMTPTPSTNTVVYPS--- 
 
CaRim15   1171 PPKPFVKSSNGRSGSSGFDSPILKPIIPRTESESSFAIMD-----DEPSP 
ScRim15   1037 ----YYRGKDRSHGSSNIDLP---ASLRRSESQLSFSLLDISRSSTPPLA 
 
 
CaRim15   1216 GPTTDYA--------LYNPDNYKNEGATATTATAATAGTGGGGDVNAG-- 
ScRim15   1080 NPTNSNANNIMRRKSLTENKSFSNDLLSSDAIAATNTNINSNNNISLSPA 
 
CaRim15   1256 ---------DGGGANIKKFVGTPDYLAPEIIKGSGE-NESSDWFSVGVIM 
ScRim15   1130 PSDLALFYPDDSKQN-KKFFGTPDYLAPETIEGKGEDNKQCDWWSVGCIF 
 
CaRim15   1296 FEFLYGYPPFHADTPEKVFNNILSGKIDWPEL-TPEEDMKFCPPDAKDLI 
ScRim15   1179 FELLLGYPPFHAETPDAVFKKILSGVIQWPEFKNEEEEREFLTPEAKDLI 
 
CaRim15   1345 NKLLVMNPEERLGFNGADEIKNHPYFKNIHWDTLFEEPAPFTPMLDDPES 
ScRim15   1229 EKLLVVDPAKRLGAKGIQEIKDHPYFKNVDWDHVYDEEASFVPTIDNPED 
 
CaRim15   1395 TDYFDSRGAMMTQFPKEEDSQSSS------------SSQSSDGETKPEEN 
ScRim15   1279 TDYFDLRGAELQDFGDDIENDNANILFGKHGINTDVSELSAANLSPPLNH 
 
CaRim15   1433 EN----EKDIVVTTNTRSSSTGHIIH--------RQKSL--------DRN 
ScRim15   1329 KNILSRKLSMSNTTNRSSNNSNSSVHDFGAHTPVNKLSIASVLESVPQET 
 
CaRim15   1463 SSISSNDSGSLSLPGSSSIN----NITPTTTKKERRSSKLADP-SEFGSF 
ScRim15   1379 GYITPNGTGTTTTSAKNSPNLKNLSLAIPPHMRDRRSSKLNDSQTEFGSF 
 
CaRim15   1508 HFRNLAVLERQNKDVINRLKTEHLEHRGSFSTSSSSESTPTGRSRGFSFG 
ScRim15   1429 NFRNLSALDKANKDAINRLKSEHFSEQPGVHRRTSSASL-MGSSSDGSVS 
 
CaRim15   1558 NAGNSGSSSSGGGGGGGGVGTSGSPFKRPISPPSFNANQSSGLGSPVITT 
ScRim15   1478 TPGSNASNTTSGG-------------KLKIHKPTISGSPSTFGTFPKTFL 
 
CaRim15   1608 SSGAMGIINTTNPVNITTTSSNHNHHNSFNTVGGLGIGTATATTAAATTA 
ScRim15   1515 RSDSFSTRSYSPERSISIDSSTLSRKGSI-------IGDNQQTTANSSDS 
 
CaRim15   1658 TTTTGSIRSASPHRLFESPNIPKHERIPSATSAYSSGDEIMISPSLMIHH 
ScRim15   1558 PTMT----------KFKSPLSPAN---TTTVSSYFSRQRVL--------- 
 
CaRim15   1708 DDRNHHSRSSSLPYLQTITKQPSFSYLNHNHIIRDFSSPNSSD--SEDTT 
ScRim15   1586 --------------------SKSFS-----------QRTNSSDLSAEESD 
 
CaRim15   1756 KSNALLRVQRRRESSRMSTELLSGTNTGGGGGAGGGTTSSNNSSVIVADL 
ScRim15   1605 RLQAISRVNSLRNRRR------SG-------------RKSSSTSEIGYHM 
 
CaRim15   1806 DVLYCEPISVIRHSVVKLLEKAGCIVVSVTDGEELIKRATSQVKFDLIFT 
ScRim15   1636 DVLVCEPIPIHRYRVTKDLENLGCTVVSVGAGDELVSRATSGVSFDLIMT 
 
CaRim15   1856 GLKISKVDAIDAVKLIKFTSGKNRNTPIIGITENKNKIDDDITTSSTFDY 
ScRim15   1686 ALKLPKLGAIDIVQLLKQTNGANSTTPIVAIT----NYFQEAATSRVFDD 
 
CaRim15   1906 IIEP--NLEAISKVCR--------------ILRS----- 
ScRim15   1732 VLEKPVKLDELKKLVAKYALKKSQEDEEHTILSDSDETH 
 
 
Supplemental Figure 1. Sequence comparisons of C. albicans and S. cerevisiae Sch9 (A) and 
Rim15  (B)  proteins.  Identical  residues  are marked  by  black  backgrounds,  the  contiguous 
kinase homology domain in Sch9 and the interrupted domain in Rim15 are indicated by the 
top lines. Six Ser/Thr sites phosphorylated in ScSch9 by ScTor1 and the single Ser residue in 
ScRim15  (S1061)    phosphorylated  by  ScSch9  are  indicated  by  red  circles.  The  PAS  core 
domain in ScRim15 is marked by asterisks.     


