
 
 
 
HsRac1  ----------------MQ-----------------------------------------------------AIKCVVVGDGAVGKTCLLISYTTNAFPGEYIPTVFDNYSANVMVDG--- :  48 
ScRho2  ------------MSEKAV-----------------------------------------------------RRKLVIIGDGACGKTSLLYVFTLGKFPEQYHPTVFENYVTDCRVDG--- :  52 
ScCdc42 ----------------MQ-----------------------------------------------------TLKCVVVGDGAVGKTCLLISYTTNQFPADYVPTVFDNYAVTVMIGD--- :  48 
YlRac1  ----------------MQ-----------------------------------------------------SIKCVVTGDGAVGKTCMLISYTTNAFPGEYIPTVFDNYSANVMVDN--- :  48 
AnRacA  ----------MATGPATQ-----------------------------------------------------SLKCVVTGDGAVGKTCLLISYTTNAFPGEYIPTVFDNYTASVMVDG--- :  54 
NcRac1  ----------MAAIGGVQ-----------------------------------------------------SIKCVVTGDGAVGKTCLLISYTTNAFPGEYIPTVFDNYSASVMVDG--- :  54 
CnRac1  -------------MATTR-----------------------------------------------------NIKCVVVGDGAVGKTCLLISYTTNAFPGEYVPTVFDNYSSQVIVDG--- :  51 
ScRho3  ---MSFLCGSASTSNKPI-----------------------------------------------------ERKIVILGDGACGKTSLLNVFTRGYFPEVYEPTVFENYIHDIFVDS--- :  61 
ScRho1  ---------MSQQVGNSI-----------------------------------------------------RRKLVIVGDGACGKTCLLIVFSKGQFPEVYVPTVFENYVADVEVDG--- :  55 
ScRho4  MNTLLFKRKGGNCGNESNIVSQGSPSSSNLPESPGTLDEKNLPRLPTPFARSLSTIPSYEQMKRTNKLPDYHLKIVVVGDGAVGKTCLLISYVQGTFPTDYIPTIFENYVTNIEGPN--- : 117 
CaRac1  ----------------MR-----------------------------------------------------SIKSVVVGDGGVGKTCLLISYTTNTFPNDYIPTVFDNYSASVMIDG--- :  48 
AgRho5  MCFSQSGRLSAQAADTMR-----------------------------------------------------SIKCVVIGDGAVGKTSLLISYTTNSFPQDYIPTVFDNYSTTIAVQD--- :  64 
KlRho5  ----------------MR-----------------------------------------------------SIKCVIVGDGAVGKTSLLISYTTNTFPQDYIPTVFDNYSTTIALPD--- :  48 
ScRho5  ----------------MR-----------------------------------------------------SIKCVIIGDGAVGKTSLLISYTTNSFPTDYVPTVFDNYSTTIAIPNGTA :  51 
                                                                                                                                         
                                                                                                                                         
                                                                                                                                         
HsRac1  ---------------------------KPVNLGLWDTAGQEDYDRLRPLSYPQTDVFLICFSLVSPASFENVRAKWYPEVRH-----------HCPN-TPIILVGTKLDLRDDKDTIEKL : 129 
ScRho2  ---------------------------IKVSLTLWDTAGQEEYERLRPFSYSKADIILIGFAVDNFESLINARTKWADEALR-----------YCPD-APIVLVGLKKDLRQEAHFKENA : 133 
ScCdc42 ---------------------------EPYTLGLFDTAGQEDYDRLRPLSYPSTDVFLVCFSVISPPSFENVKEKWFPEVHH-----------HCPG-VPCLVVGTQIDLRDDKVIIEKL : 129 
YlRac1  ---------------------------KPINLGLWDTAGQEDYDRLRPLSYPQTGVFLICFSLVSPPSFENVKAKWHPEISH-----------HAPN-TPIILVGTKLDLRNDSETLARL : 129 
AnRacA  ---------------------------RPISLGLWDTAGQEDYDRLRPLSYPQTDVFLICFSIVSPPSFDNVKSKWFPEIEH-----------HAPN-VPIILVGTKLDLRDDPAQLESL : 135 
NcRac1  ---------------------------KPVSLGLWDTAGQEDYDRLRPLSYPQTDVFLICFSLVSPPSFDNVKSKWHPEIQH-----------HAPG-IPIILVGTKLDLREDPDTIQSL : 135 
CnRac1  ---------------------------MTVSLGLWDTAGQEDYDRLRPLSYPQTDVFLLCFSVVSPASFENVRTKWYPEIQH-----------HSPG-TPIILVGTKLDLRDDPMQIEKL : 132 
ScRho3  ---------------------------KHITLSLWDTAGQEEFDRLRSLSYSDTQCIMLCFSIDSRDSLENVQNKWVGEITD-----------HCEG-VKLVLVALKCDLRNNENESNAI : 142 
ScRho1  ---------------------------RRVELALWDTAGQEDYDRLRPLSYPDSNVVLICFSIDLPDSLENVQEKWIAEVLH-----------FCQG-VPIILVGCKVDLRNDPQTIEQL : 136 
ScRho4  --------------------------GQIIELALWDTAGQEEYSRLRPLSYTNADVLMVCYSVGSKTSLKNVEDLWFPEVKH-----------FCPS-TPIMLVGLKSDLYEADNLSD-- : 197 
CaRac1  ---------------------------EPIKLGLWDTAGQSEYDRLRPLSYPQTEIFLCCFSVISPDSFQNVKSKWIPEILH-----------HCPKDILILLIGTKVDLRDDLHVLDEL : 130 
AgRho5  -------------------PASSTGEQQLFKLNLWDTAGQEEYDRLRPLSYPQTDIFLICFSINEPVSFQNIRDKWFPEIKHNTNYENMELFLECGK-YPILLVGTKADLRDDDHEEDRL : 164 
KlRho5  -------------------PYNPDSEPQIFKLNLWDTAGQEEYDRLRPLSYPQTDIFLICFSVNEPNSFENVYDKWFPEIKHSTNFENLDLYHQSGK-LPILLVGTKADLRDDDHERDRL : 148 
ScRho5  SSPLELDNGNDKRGSLSSASSSPSTDRKLYKINLWDTAGQEDYDRLRPLCYPQTDIFLICFSVSEHASFANVTEKWLPELKQTSNIEGTSLYTKLGK-YPILLVGTKSDLRDDPATQKKL : 170 
                                                                                                                                         
                                                                                                                                         
                                                                                                                                         
HsRac1  KEKKL---------------------TPITYPQGLAMAKEIGAVKYLECSALTQRGLKTVFDEAIRAVLCP------------------------------------------------- : 179 
ScRho2  TD------------------------EMVPIEDAKQVARAIGAKKYMECSALTGEGVDDVFEVATRTSLLMKK----------------------------------------------- : 182 
ScCdc42 QRQRL---------------------RPITSEQGSRLARELKAVKYVECSALTQRGLKNVFDEAIVAALEP------------------------------------------------- : 179 
YlRac1  AEKRQ---------------------APITYAEGAKCARDIGAVKYFECSALTQKGLKTVFDEAIHAVLSP------------------------------------------------- : 179 
AnRacA  RMRKQ---------------------EPVTYEQALAVAKEIRAHKYLECSALTQRNLKSVFDEAIRAVLNP------------------------------------------------- : 185 
NcRac1  SQKRM---------------------APITFEMGVNCAKEIGARKYLECSALTQRNLKSVFDEAIRAVLYR------------------------------------------------- : 185 
CnRac1  RERRQ---------------------APIGYSQGSSMANDIKAAKYLECSALTQKNLKSVFDEAIRTVLNP------------------------------------------------- : 182 
ScRho3  TPNNIQQDNSVSNDNGNNINSTSNGKNLISYEEGLAMAKKIGALRYLECSAKLNKGVNEAFTEAARVALTA------------------------------------------------- : 213 
ScRho1  RQEGQ---------------------QPVTSQEGQSVADQIGATGYYECSAKTGYGVREVFEAATRASLMG------------------------------------------------- : 186 
ScRho4  ---------------------------LVEPSSAESLAKRLGAFAHIQCSARLKENIDEVFETAIHTLLSDSLYAPR------------------------------------------- : 247 
CaRac1  TARNL---------------------SPVTFDQGSKLAREIGAIKYMECSAATQVGVKEIFDYAIRAVLDPPNANKG------------------------------------------- : 186 
AgRho5  REMNT---------------------DFVSQAEIERVVQDCGFMGYVECSAATQEGVREVFERAVKYVVYEPDRLMNRSKNMSIL----------------------------VNSPLPL : 235 
KlRho5  QESNS---------------------DFVSQQQIQELVNKLGLMGYVECSAATQVGVREVFEKAVDCVVFEPDR----------L----------------------------VRESLQQ : 209 
ScRho5  QEANS---------------------DYVSQEEIDELVQRCGFMGYTECSAATQAGVREVFEQAVRYAIYEPESPNQKSANHTLTDELTTATTNTNGDKNIREQKQQPHHNNSTDSTLPK : 269 
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HsRac1  -------------PPVK------------------------------------KRKRKCLLL : 192 
ScRho2  ------------EPGAN----------------------------------------CCIIL : 192 
ScCdc42 -------------PVIK-------------------------------------KSKKCAIL : 191 
YlRac1  -------------PQPK------------------------------------KKKKNCVIL : 192 
AnRacA  ------------RPATK------------------------------------QRNKKCTIL : 199 
NcRac1  ------------VDTTQ-----------------------------------EKKKSKCTIL : 200 
CnRac1  ------------NRRAG----------------------------------KAKKSSGCLVM : 198 
ScRho3  ------------GPVAT--------------------------------EVKSDSGSSCTIM : 231 
ScRho1  ------------KSKTN---------------------------GKAKKNTTEKKKKKCVLL : 209 
ScRho4  ------------EPTHT------IKNPFKRNTTRSDIDSSTGDTSVSISGTKRLRKNKCIIM : 291 
CaRac1  ------------EYVTNDSVPGMGVNNSSGSKKHNEKNGSGTATAGTGKKRKIKRAKKCTIL : 236 
AgRho5  DSYANEDAS---NPKNKGGDPSAGSGPLKKAVGDDGAHGKELRVSADKLKKKRRKRSRCTIL : 294 
KlRho5  KQQAQDSQQ---KPKTKQVNKKNTTAQPES--------------STKPQKSKRSIKRKCTIL : 254 
ScRho5  GSLQQEKEALNIKPTKKGQKDKIHEQSKSKGSKIASNNHHNKQAKPKTRNDKKKKKSKCVIL : 331 
                                                                               

 

PBR CAAX 

Supplementary Figure S1: Alignment of the sequences of Rac1 with homologoues from different yeasts
 and other fungi. Programms and parameters used are described in the legend of Figure 1a in the main
text. GTPases from different organisms and their protein database accession numbers are (available at
h ps://www.uniprot.org): Hs =  (P63000); Sc = , Rho2 (P06781); 
Cdc42 (P19073); Rho3 (Q00245); Rho4 (Q00246); Rho5 (P53879); Kl =  (A0A5P2U790); 
Yl =  (Q9P8X2); An =  (Q5B3Y7); Nc =  (Q7RW05); 
Cn =  (A0A024QYS1); Ca =  (A0A1D8PDV5); Ag =  
(Q75E12).

Homo sapiens Saccharomyces cerevisiae
Kluyveromyces lactis

Yarrowia lipolytica Aspergillus nidulans Neurospora crassa
Cryptococcus neoformans Candida albicans Ashbya gossypii


