PTAtg3 MSDQINVKHKIGDTCRKLYSYFKTVNNTSTFIQNGTLTPSEFVDSGDFLVYKFKTWEWQE 60

ScAtg3 = —m——mmo—- MIRSTLSSWREYLTPITHKSTFLTTGQITPEEFVQAGDYLCHMFPTWKWNE 51
PFAtg3 ADKDR-VVPYLPENKQFL I TKNVPCKQR I KDLNN 1 VHDLK 1 VDNDWLLPSYEEDNNPTDI 119
ScAtg3 ESSDISYRDFLPKNKQFL I IRKVPCDKRAEQC—-—-——- VEVEGPDV IMKGFAEDGDEDDV 105
PFALg3 YEYLPNSEYT INDKNVQNVQN I YNYEEEEEDDNCDEA I D INNFYMENNL IKEHDPASINS 179
ScAtg3 LEY 1GSETEHVQSTPAGGTK =~ ——————————— DSS1DD IDEL 1QDME I KEED-ENDDT 150
PFAtg3 TSCYSKNMLHDNLMK IRTYDVS I TYDKYYQTPRIWLFGYNENGDPLKSEEIFEDILSDYS 239
ScAtg3 EEFNAKGGLAKDMAQERYYDLY IAYSTSYRVPKMY IVGFNSNGSPLSPEQMFEDISADYR 210
PFAtg3 YKTVTYDPHPCTG--VMTAS I HPEKHA- == === — oo EAILNVVNNW 274
ScAtg3 TKTAT IEKLPFYKNSVLSVS I HP§KHANVMK I LLDKVRVVRQRRRKELQEEQELDGVGDW 270
PFALg3 I SEEKEP----RHDLYLLFLLKFISGVIPTIEYDFTTDIEIPRDSNAGL 319

ScAtg3 EDLQDD IDDSLRVDQYL IVFLKF I TSVTPS IQHDY TMEGW~-———————~— 310

Figure S8. Sequence alignment of Atg3 proteins. The sequences of yeast (ScAtg3) and P.
falciparum (PfAtg3) were aligned using the Clustal W2 program. Conserved residues are
shown in red, the predicted catalytic cysteine residues are highlighted, and the Atg8 family
interacting motifs (AIM) are underlined.



