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Validation

Sample size were chosen based on published literature for the performed experiments [1-2]. All experiments were performed with

enough biological replicates (a minimum of 3) to allow relevant statistical analysis.

1. Kloehn J, Oppenheim RD, Siddiqui G, De Bock PJ, Kumar Dogga S, Coute Y, Hakimi MA, Creek DJ, Soldati-Favre D. Multi-omics analysis
delineates the distinct functions of sub-cellular acetyl-CoA pools in Toxoplasma gondii. BMC Biol. 2020 Jun 16;18(1):67. doi: 10.1186/
s12915-020-00791-7.

2. Di Cristina, M., Dou, Z., Lunghi, M. et al. Toxoplasma depends on lysosomal consumption of autophagosomes for persistent infection. Nat
Microbiol 2, 17096 (2017). https://doi.org/10.1038/nmicrobiol.2017.96

No data was excluded from the presented findings

All presented findings were replicable. Number of replicates (minimum 3 per experiment) are indicated in the figure legends

For LC-MS analyses, samples were analyzed in a randomized order to avoid batch effects. Experimental groups for in vivo infection were
randomized, as well as their sample analysis. Immunofluorescences for quantification were randomized. No randomization was performed or
was necessary for cell culture or other experiments.

Blinding was performed for quantification of IFA experiments. In vivo data was blinded and confirmed independently by 2 authors. For all
other experiments no blinding was possible or necessary. This was due to the qualitative, rather than quantitative nature of the experiment
(eg western blot)

Polyclonal rabbit anti GAP45 (1:10,000), anti HA (1:1,000, Sigma H6908), anti HSP70 (1:1,000), anti CPN60 (1:3,000), anti-catalase
(1:2,000), anti IMC1 (1:2,000). Monoclonal mouse anti actin (1:20), anti GRA1 and anti GRA3 (1:20, gifts of Dr. J. F. Dubremetz), anti
myc (1:10, 9E10), anti Ty (1:10, BB2), anti P21 (1:10), anti SAG1 (1:10, gift of Dr. J. F. Dubremetz). FITC conjugated lectin (DBA, 1:500,
Vector Laboratories FL-1031-2). Secondary antibodies for immunofluorescence: anti mouse Alexa fluor 405 (1:3000, Invitrogen
A31553), 488 (1:3000, Invitrogen A11001), 594 (1:3000, Invitrogen A11005), anti-rabbit Alexa fluor 488 (1:3000, Invitrogen A11008),
594 (1:3000, Invitrogen A11012). Secondary antibodies for western blot: anti mouse HRP (1:3000, Sigma A5278), anti-rabbit HRP
(1:3000, Sigma A8275). All antibody used are mentioned and referenced in the methods section.

All antibodies used were validated in prior publications, and are described in the reference. Validation was performed with parasite
knock-out lines, or demonstration of co-localization with known markers of parasite compartments.




