
Figure S1

Figure S1. An alignment of ATG8 homologs in Apicomplexa used in this study with model organisms.
 The alignment was performed using Expresso (https://tcoffee.crg.eu/apps/tcoffee/do:expresso) and the results vidualised 
using JalView software. The blue dashed square indicate the N-terminal region of the unique sequence of piroplasm ATG8 
homologs. 
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Figure S2. An alignment of ATG5 homologs in Eimeria genus with model organisms.
 The alignment was performed using Expresso (https://tcoffee.crg.eu/apps/tcoffee/do:expresso) and the results vidualised 
using JalView software. Two ubiquitin-like domains, UblA and UblB, and helix-rich domain (HR) are shown by the blue, green, 
and magenta lines, respectively.



Figure S3
A Human

(Q9GZQ8)
Yeast
(P38182)

Plant
(Q8LEM4)

Plasmodium faiciparum
(Q8IJK2)

Babesia bovis
(A7ANM2)

Theileria parva
(Q4N5F2)

Toxoplasma gondiiEimeria tenella
(U6KIW2) (A0A125YKY5)

Yeast
(A6ZS81)

Human
(Q9NT62)

P. falciparum
(A0A143ZWA3)

B. bovis
(Manual)

T. parva
(Q4N09)

Plant
(Q0WWQ1)

B T. gondii
(A0A7J6JYH3)

E. tenella
(Manual)

Model confidence
pLDDT

Very high   >90
Confident   70-90
Low   50-70
Very low   <50

Figure S3. AlphaFold predicted structure models colored by the model confidence level (related to Figure 3A and 4A).
AlphaFold 3D structure prediction models using full-length sequences of ATG8 (A) and ATG3 (B) colored according to the 
predicted local distance difference test (pLDDT). UniProt number which can be used for searching in AlphaFold Protein 
Structure Database (https://alphafold.ebi.ac.uk/) are shown. Human: Homo sapiens, Yeast: Saccharomyces cerevisiae, plant: 
Arabidopsis thaliana. 
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Figure S4. AlphaFold predicted structure models colored by the model confidence level (related to Figure 5).
AlphaFold 3D structure prediction models of AIM8 (A) and AIM12 (B). Upper: colored by proteins (identical to Figure 5), 
lower: colored according to the predicted local distance difference test (pLDDT). 


