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rmotifx V1.0 at https://github.com/omarwagih/rmotifx

Transcriptomic data were processed using a FAIR workflow built specifically for this project. This pipeline is publicly accessible at https://
github.com/ifremer-bioinformatics/FLORA.

The computational analysis of the proteome, the phosphoproteome and their integration with the transcriptome were done with R v4.0.3,
and all the custom script designed during this study are available on Zenodo with the DOI 10.5281/zenodo.5869928.

All transcriptomic raw data generated in this study have been deposited in the NCBI SRA database, under the BioProject database identifier PRJNA794325.

The MS proteomics data generated in this study have been deposited to the ProteomeXchange Consortium via the PRIDE partner repository, under the project
accession number PXD031788.

FASTA used for the computational analysis and the protein identification and quantification used in this study are available on Zenodo with the DOI 10.5281/
zenodo.5869928.

The raw data for all figures generated in this study are included in the supplementary data files or in the source data file.

The following genomes were used in this study: Acanthamoeba castellanii strain Neff [GCA_000313135.1, BioProject PRJNA66753], Acanthamoeba castellanii strain
Namur [GCA_903821525.1], Acanthamoeba polyphaga strain Linc Ap-1 [GCA_001567625.1], Dictyostelium discoideum [GCA_000004695.1], Naegleria gruberi
[GCA_000004985.1].

No statistical methods were used to predetermine sample sizes. They were determined based on common practice in the field, and are in line
with previous publications.

No samples were excluded from this study.

The number of replicates based on what was technically/practically/financially possible and what is currently done in the field. For
transcriptomic, proteomic and phosphoproteomic and encystment assay, all experiments were performed in triplicate. RT-qPCR validation and
phosphastase assays were carried out with 6 series of independant samples.

For each experiment, after initial culture, cells were randomly assigned in either the control group (growth medium) or the test group
(encysting medium).

The investigators were not blinded as proper controls were included during experiment design.




