ScAtg4 MQRWLQLWKMDLVQKVSHGVFEGSSEEPAALMNHDY 1 VLGEVYPERDEESGAEQCEQDCR 60
PFAtg4 MSKEMKNFEDNQKKIEINST IQEGKEEENKTLDE IKNVPVAINSNK INKKDNKY IKKKNS 60

ScAtg4  YRGEAVSDGFLSSLFGREISSYTKEFLLDVQSRVNFTYRTRFVPIARAPDGPSPLSLNLL
PTAtg4 KKTKNNF IHITKNKNVDDLYSYQNKSKYKITLNYFNNFKYNFSIKRYFKILVNVSLLNYLPL 120

ScAtg4  VRTNPISTIEDYIANPDCFNTDl === == — e e 83
PTAtg4 NLRNISNKVY IFGLCLNLKNPDEmki Flilckskilftyrsnflirindnnlyrsnniml 180

PFfAtg4  vdnnvsgsniftydnttynnsnitinnnnnnnsnitinnnnnnnnnssnitinnnisnlc
innnnhtstsnttnssdnslpilcgeyehidqqdyliyiskkkkkkkk Tkkkkiyykqgri
inftdipehflkkiyfddkecfyinfkksskghndtytygkghsgeikenyslgnnkkkk
skeeiygdtctyttsesnktiiylenskkcnsvdnkeiknkniskddmhyyregkkki ik
nksenntcdddlecfnnpdndrndpneemkkkkkkikinnnnnnieseatikniniiktk
knslkilhsrskkhsvlkikkknknniiknnninikeylkyvngnitksqiyekdkkyic 540

ScAtgd  ----GWGEMIRTGQSLLGNALQILHLGRDFRVNGNESLERESKFVNWFNDTPEAPFSLHN 199
PFAtg4  MSDNGWGEMIRVIQMVLANIL IHFNISNRYVYFHNVNDY ILYKNY INKLTTCTNKENKIT 600
SCAtg4  FVSAGTELSDKRPG———— == m——mm o oo 213

PfAtg4  QIEEKTMNKDKEESiylnyknkdstkemvkheknngcesnecnlnknasgnnkesdtimi 660
PfAtg4 hpgsni ingnnnninsnnnnnnnnnnsnnnnnsnnnnnnssssttfsnsntylvpdsfkq
eynkssiktdflgsdkqgitIndtninesqgsdiynidnvenitnkynssdlhhcenynnf
I Innknnnndsnseimhinnsliysilsefrdleqakysigniiyemikykkiddngieh 840

ScAtg4  ---EWFGPAATARSIQSLIYGFPECGIDDCl--—-————————————————————————— 241
PfAtg4 FVHDWLGPTSSAI I 1 SNL INKKKVRFVKKNKmknnfrgtnihmdkniyiekegkeltnyt 900

SCAtg4 - VSVSSGDIYE 251
PFAtg4 nnnkqiykl Ingkeninisksddnikndkkkynkl 1 flkekkkkkytffsVAFETGVIYN 960

ScAtg4 NEVEKVFAENPNSRILFLLGVKLGINAVNESYRESICGI-LSSTQSVGIAGGRPSSSLY 309
PTAtg4 NKVLKFFQIKQDIF I I IWICLKLGIDSLNVSKYKKSLLSCFLLKQFQGISSGNTNTSAHY 1020

ScAtg4 FFGYQGNEFLHFDPgll PQPAVEDSFVESCHTSKFGKLQLSEMDPSML 1G I L 1KGEKDWQQ 369
PTAtg4 FYSANDNGLFYLDP[g I KCQNAF IDFNEN I SSQFFMHKVKFLPWEY - === ——————————— 1065

ScAtg4  WKLEVAESAI INVLAKRMDDFDVSCSMDDVESVSSNSMKKDASNNENLGVLEGDYVDIGA 429

PfAtg4d -————————————- LNSSLSLIFVVQSKDDYFNLIQNLKLIDSSLFEIYHEEPQYVYKNEL
ScAtg4 IFPHTTNTEDVDEYDCFQD IHCKKQK 1VVMGNTHTVNANLTDYEVEGVLVEKETVGIHSP 489
PfAtg4 NYDTDDSGLVV L === == = e e e e e e 1124
ScAtg4 1DEKC 494
PfAtgd ———-—-

Figure S6. Alignment of Atg4 proteins. The yeast (ScAtg4) and P. falciparum (PfAtg4)
sequences were aligned using the Clustal W2 program. Shown are the conserved residues
(red), and catalytic cysteine and histidine residues (highlighted). The inserts in PfAtg4 are
shown in lower case.



