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MPS---LKDEVSFENRVAETHK IRSKYPNRIPVVCERAN-RSNLP I l EKKKFLVPMNMLV 56
MKST--FKSEYPFEKRKAESER I ADRFKNR IPVICEKAE-KSDIPEIDKRKYLVPADLTV 57
MPSEKTFKQRRTFEQRVEDVRL IREQHPTKIPV I IERYKGEKQLPVLDKTKFLVPDHVNM 60

GEFKFILHQHINQSAYGSNMKLFRERT I YLFVN-NIVPKTGLLMQDLYEMYKDEDGYLYM 115

GQFVYVIRKRIMLPP————————— EKAIFIFVN-DTLPPTAALMSA1YQEHKDKDGFLYV 107
SELIKITRRRLQLNAN--——————- QAFFLLVNGHSMVSVSTPISEVYESEKDEDGFLYM 111
EYSCESCLg----- 124
TYSGENTFER---- 117
VYASQETFEMKLSY 125

Figure S5. Alignment of Atg8 proteins. The P. falciparum (PfAtg8), yeast (ScAtg8), and
human light chain 3B (HLC3B) proteins were aligned using the Clustal W2 program.
Conserved residues are shown in red. SCAtg8 and LC3B are cleaved immediately after the C-
terminus Gly residue (highlighted ) by Atg4, and the exposed Gly residue is conjugated to
PE. This Gly residue is positionally conserved in PfAtg8, and is also the last C-terminus
residue, thereby bypassing the processing step.



