PTAtg7 MKKKFEEENKPSY ILKHNNNEFKIDISYFTQLHEHKINTYKLQSNYVNLCSSTYVNKIKL 60

ScAtg7 —----MSSERVLSYAPAFKS---FLDTSFFQELSRLKLDVLKLDSTCQPLTVNLDLHNIPK 53
PFAtg7 GFKYKLLNRYL IEFAHPFIHVRT IE INKKSFLKYENFDNEDEKNNMEPNDCTKT IENERN 120
ScAtg7 SADQVPL--—————— e FLTNRSFEKHNNKRTNEVP--————————- 79
PFAtg7 HINNINDGNKKVQK IWY IMNNYRNNYLGVLLNFNTLEEFLKCNKDDHINYTLEPLKCYIN 180
ScAtg7 = e LQGSIFNFNVLDEFKNLDK--QLFLHQRALECWED 112
PTAtg7 NEKND ICKDMNLY IHDN1YDDTFWEYKENCLTVLEKINKYVILSFFDLKKY ICYYSIANP 240
ScAtg7 G IKDINKCVSFV I 1SFADLKKYRFYYWLGVP 143
PFAtg7 1 1KPKDNYYKL IKNSTRYFFY IDSKYVY INTENRHINI IDIFYLSYKIDDYFNNYKMFLN 300
ScAtg7 CFQRP === = = e e e e e e e S 149
PFAtg7 TNIFLLLKFDNIPLHTMNNQDYYDEY INKLYTNIECEEDQKSKKEFYQINSFYKLFEYLK 360
ScAtg7 STVLHVRPEPSLKGLFSKCQKWFDVNYSKWVCILDADDEIVN--———————————————— 191
PTAtg7 LNDISQNSYHPMGNKSFNNHYNNNSSMLHKNYDMV I LP INALSELKED IKNSKDKILRY1 420
ScAtg7 0 —mmmmmmmmmmm YDKC I IRKTKVLAIRDTSTMENVPSALTKNFLSVLQYD 229
PTAtg7 KKDFFDLY ICFIDINY IFNSLSWDFRNLLYCLTLKYKLYDFQIDVLAFRDISLLRQQYVG 480
ScAtg7 VPDLIDFKLLITRQ=-====== === == 243
PFAtg7 TFKSQEGF IWSYPKVVMKRGS INNPRNYNDEDKNNDNNNYDDKNNDNNNYDDSHNNNYDD 540
SCAtg7 = = meeee e
PFAtg7 KNNDNNNYDDSHNNNYEDSHNNNYDDSDLHKD I DMDKDKNNSFHYNP INNCLSHQDVSFC 600
ScAtg7 = e
PFAtg7 SVTKMCKVNYNS IKDCKNDWRDDLTNEYSHDMNP IHED IEHSSSQYENNMSVNNTYKKDN 660
ScAtg7 0 —mmmmmmmmmm NEGSFALNATFASIDPQSSSSNPDMKVS—-—————— 271
PTAtg7 RNTKHNHNNTYHNHLVKY ILNSSLFQVTVPDKVHF 1 YDNGSNYVD INLNGKKDDSLNKQD 720
SCAtg7 = mmm e
PFAtg7 IHILEKKKEGDTCI INSYLKSFSDEKKNDC IDVSSNLGFS INIRKEDNHFTTRVKYKDEE 780
ScAtg7 = e
PTAtg7 MDVLHISEGDENENNMNNATNNNINNN T IKNYKTFCCDNKVYD ILCGWKYYEDKKKEKKS 840
SCAtg7 = e GWERNVQGKLAPR- 284
PTAtg7 T1STINLNDFINKDT IQRISLELNIKLIKWKILKDLKFEHIKKLKILIIGLGTLGCMVAR 900
ScAtg7 -—--VVDLSSLLDPLKIADQSVDLNLKLMKWRILPDLNLDIIKNTKVLLLGAGTLGCYVSR 341
PFAtg7 NCVSWGIQHYTFVDNSRVSFSNISRQYLYTLEDAEKYGN IGEYKCVAAKKNLLKICPDLN 960
ScAtg7 ALTAWGVRKITFVDNGTVSYSNPVRQALYNFEDCGKP------ KAELAAASLKRIFPLMD 395
PFAtg7 ITAKVMD I PMPGHLNYLNENLEDT INELDNL INNHDVVFLLTDSKESRYFPCLMIAEKQY 1020
ScAtg7 ATGVKLS IPMIGHKLVYNEEAQHKDFDRLRAL IKEHD I IFLLVDSRESRWLPSLLSNIENK 455
PFAtg7 NSLKELQESVNHNNNNNNNNNSSSSSSGSNKFRKGDNVLCEEENMITHEY IENIKCTKIM 1080
ScAtg7 T 456
PTAtg7 DKSLNNILLYEQNNNTYKSLNNIHMYDRYQEIFYNNILTSVKRLCKMPPLGITVAISFDS 1140
SCcAtg7 = mmmm e VINAALGFDS 466
PFAtg7 FVVLRHSYLYFKG----ACYFCNDMHCPSDSLSYRTLDEK®TVTRCGISNISSSIATELL 1196
ScAtg7 YLVMRHGNRDEQSSKQLGCYFCHDVVAPTDSLTDRTLDQM@TVTRPGVAMMASSLAVELM 526
PTAtg7 LALTQHPLYFFAPHIDRDQY I'YNYDNDMNQKKNSD ISNIFTSCLGATPHIMNFNLANFTI 1256
ScAtg7 TSLLQT----—————— oo KYSGSETTVLGDIPHQIRGFLHNFSI 558
PTAtg7 KK1FCEPFEKCMCCSERV ILKYQEDKMDF IRNVIRDSSILER I TNMDQLKVEEN----DV 1312
ScAtg7 LKLETPAYEHCPACSPKV IEAFTDLGWEFVKKALEHPLYLEEISGLSVIKQEVERLGNDV 618
PFAtg7 HLE-——————- 1316

ScAtg7 FEWEDDESDEIA 630

Figure S7. Alignment of Atg7 proteins. The sequences of yeast (ScAtg7) and P. falciparum
(PfAtg7) were aligned using the Clustal W2 program. Conserved residues are shown in red,
the ATP-binding pockets are underlined, and the catalytic cysteine residues are highlighted
with black background.



