PTAtg5 MEIGYMEVPNIKDINSNIEKSGLVLCVSLNQKESESLISPSYYY1YVHRYMYLSNIIPKC 60

hAtgh = MTDDKDVLRDVWFGRIPTCFTLYQDEI TEREAEP-YYLLLPRVSYLTLVTDKV 52
ScAtgs =0 - MNDIKQLLWNGELN-VLVSIDPSFLMKGSPREIAVLRIRVPRETYLVNYMPLI 52
PFAtg5 LEFFKSFILPFYGNKFGVYFECIKKEQKKSSNNNNNNNNNITYTSTNNYEEKIVLDWRLP 120
hAtg5 KKHFQKVMR === == === QEDISEIWFEYEGTP----——- LKWHYP 82
ScAtg5 WNKIKSFLS-—————————————————— FDPLTDSEKYFWFEHNKTP——————— IPWNYP 86
PfAtg5 IGVLFD1YCDLDKSQKEY IKTYEKFNDTN INMNNKKNITICSNNELFLNHINIVKLKGTD 180
hAtg5 IGLLFDLLASSS— === ———m m oo o 94
ScAtg5 VGVLFDCLAGKS === === == = — m o o e - 98
PfAtg5 KNYDKKSNERQNQKN 1 YDANRN I STNTNNSSNVNHQQNCDRTDDDTLHKGDDILHKGDD1 240
hAtg5 === @ ———————————————————————————
SCAtgh == e
PfAtg5 LHKGDD I LHKGDD I LHKGDD ILYKGND I LHKGDD I LHKGDD I LHTDAF INEKETKEGTDK 300
hAtg5 === @ ——————————————————————————
SCAtgh === mmmm
PfAtg5 KKQINRNIKNEERERGKEVKN I 1'VENYYEENYMKEKK 1 1VENGKGSTKNDVEENKKDINT 360
hAtg5 === @ ————————————————————————————
SCAtgh == mmmm
PfAtg5 HYDDIKLNNVD1YDDIKLNNVD1YDDTADFQY 1QFIQNEKINNEWYNKQFVNISNKNIPW 420
hAtgs = e ALPW 98
SCAtgh === e A 99
PfAtg5 MLIVHFKGEEEYPLS 1 INKKYDEKNTHFKGD INILPYNNY IPLYKGFNNFEEY I INQLNK 480
hAtg5 NITVHFKS-——————————— FPEK------ DLLHCPSK---————-— DAIEAHFMSCM§E 131
ScAtg5 TFTTSFENQVKDVLTFLRIHLVMGDSLPPTIIPIASSK-———————- TQAEKFWFHQWEQ 150
PfAtg5 ANCILNKNNRALEILPQRIQKDILYSLKHFHIEKICSLYREY IDYNMLNFINYFNNSYIK 540
hAtg5 ADALKHKS-QV INEMQKKDHKQLWMGLQNDRFDQFWAINRKLMEY - === === === ————— 175
ScAtg5 VCFILNGSSKAIMSLSVNEARKFWGSVITRNFQDFIEISNKISSS-—————————————— 195
PFAtg5 KVQQVCDLNRHKDNS 1QINGKSSGKQNEENLCLLKMDLHEEESPVKITHCKD ILNNDNEN 600
hAtgsh = = @ e PAEENGFR---——————————— 183
SCAtgs = = mmmmmmm RPRHIPLIl-———————————— 204
PFAtg5 YDNENNNNENNNEHNCHRNSYDVHLNENF INDQSQKNHISNIRTSYNNDHVSDSLQTDIQ 660
hAtg5 = e
ScCAtgb = @@= e
PFAtg5 NDFSS11LENTKEQGDHINFKNNLHNNEKYPNVYD I LKDEKVLKDCP I ILHIYGPPYNQI 720
hAtgsh = e YIPFR- === 1Y-———- QT 192
ScAtgs == mmmmmm QT 206
PFAtg5 LTKYPFLKL IHSNNNNNNNNNDNKDNNNNSNKYDGCKKY IQNVHLNTLGDFLHEQLPSFV 780
hAtg5 TTERPFIQKLFRPVAADG--———————— == m e QLHTLGDLLKEVCP--- 224
ScAtg5 SRTSGTFRISQPTISMTG-——————— e VNPTLKDIEG--- 234
PFAtg5 RKTINKDEKNETSHILNKYDKDKYLNSETIYYFIEDDYLIFSPYMFIIVNGIQIPLNTPL 840
hAtg5 —~SAIDPEDGEKKNQ-====== === —m e e e VMIHGIEPMLETPL 251
ScAtg5 —DILDVKEGINGND - === === = —mm o e e e VMVICQGIEIPWHMLL 263
PFAtg5 YWLAANFSQFDHFLHITIRIPPY-——————- 863

hAtg5 QWLSEHLSYPDNFLHISIIPQPTD------- 275

ScAtg5 YDLYSKLRSFDGFLY ITLVPIKGGDKASSEL 294

Figure S10. Sequence alignment of Atg5 proteins. The sequences of yeast (SCAtg5),
human (hAtg5), and P. falciparum (PfAtg5) were aligned using the Clustal W2 program.
Conserved residues are shown in red. The K**¥° of hAtg5 that is conjugated to the extreme C-
terminus G of Atgl2 is highlighted, and this residue is positionally conserved in all three
proteins.



