PTAtgl8 MVSLRLDNNRY I SFNQDYGCLCMANEKGFKTYNTNPFTQTYSRDLTDRNKNGLYLAEMLY 60

ScAtg18 MSDSSPTIN-FINFNQTGTCISLGTSKGFK I FNCEPFGKFYSEDSG-—--- GYAIVEMLF 54
PfAtg18 RCN LA I TGNKNDKKGKWAKNVL I IWDDRQMRE IAKLTFSSN1IGVRLLREI IVWILEYK 120
ScAtg18 STSLLALVG-1GDQPALSPR-RLRI INTKKHS I ICEVTFPTSILSVKMNKSRLVVLLQEQ 112
PfAtg18 LCIYRLKD I ILLETLNTSKNVSGLCCLSNIDKNI 1 TAYLSPIKGRVNIHIFEINSSENIH 180
ScAtgl18 1Y 1YDINTMRLLHT IETNPNPRGLMAMSPSVANSYLVYPSPPK———————— VINSEIKAH 164
PfAtg18 EELPYIN-————————— PR —— - — oo 190
ScAtg18 ATTNNITLSVGGNTETSFKRDQQDAGHSD I SDLDQYSSFTKRDDADPTSSNGGNSS I IKN 224
PfAtgl8 Loooo- S — 1 YAHDNS I GCINLSNDGKLLVTSSTKGT I IRLFNTFDGTLLNEF] 237
ScAtg18 GDVIVFNLETLQPTMV I EAHKGE I AAMAI SFDGTLMATASDKGT I IRVFDIETGDKIYQF] 284
PfAtg18 RRGTIKNAK I LSLN 1 SEDNNWLCLTSSRNTVHVES I YKKKRPLRKVD I 1CK=——=———=—— 287
ScAtg18 RRGTIYATR1YS I SFSEDSQYLAVTGSSKTVHIFKLG-HSMSNNKLDSDDSNMEEAAADDS 343
PfAtg18 ~GKNVSPPALLNYE === ————mm oo KESKNKKSSLKCLLPCHPY 319
ScAtg18 SLDTTS IDALSDEENPTRLAREPYVDASRKTMGRMIRYSSQKLSRRAARTLGQIFPIKVT 403
PfAtg18 LNSEWS--FASYKLPGKK—-—--—— 1SSICA-m———m oo FVND 345
ScAtgl18 SLLESSRHFASLKLPVETNSHVMT 1SSI1GSPIDIDTSEYPELFETGNSASTESYHEPVMK 463
PfAtg18 QNCIIVICSNG I I'YKLRFNEH I GGDMFK 1 SSHSFD-- 380

ScAtg18 MVP IRVVSSDGYLYNFVMDPERGGDCL ILSQYSILMD 500

Figure S4. Alignment of the yeast Atg18 (ScAtgl8) and its putative P. falciparum homolog
(PfAtg18) was performed using the Clustal W2 program. The conserved residues are in red
font, WD40 repeat domains are shaded, Atg8-family interacting motifs (AIM) are underlined.
Both the proteins contain the FRRGT motif (boxed) that has been shown to be essential for
binding of ScAtg18 to Ptdins3P and PtdIns(3,5)P2.



