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All relevant data are within the paper and its Supporting Information files. The microarray data discussed in this publication have been deposited in NCBI's Gene
Expression Omnibus [89] and are accessible through GEO Series accession number GSE128123 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSExxx). The
whole genome sequencing data have been deposited with links to BioProject accession number PRJNA637985 in the NCBI BioProject database (http://
www.ncbi.nlm.nih.gov/bioproject/637985).

Microarray: Samples were taken from the same flask 18, 24 or 30 hours post invasion.

qRT-PCR: Parasites were grown in the blood of 3 different donors in parallel for 3 cycles (Figure 3d, Supplementary Figure 2b). Single samples
were taken for Supplementary Figure 3d. Single Cultures were treated and harvested in parallel.

For P.yoelii, 3 mice were infected per transfectant and harvested in parallel.

RNAseq: 3 mice per transfectant for the RNAseq. RNAseq samples were prepared from 2 clones of the same construct.

Microarray: Only multigene members with less than 2 datapoints missing among the 12 samples were included in the analysis.

RNAseq: Only estimated counts of more than 20 were selected for further analysis. We want to see the significant difference between the

transfectants and the wildtype therefore we consider those transcripts with less than 20 counts as background.

qRT-PCR: One replicate used for Supplementary Figure 2b has been excluded as one of the genes showed several fold higher expression
(Pf3D7_0421300), resulting in excessively large error bars.

Microarray: Only one replicate for each of the samples. qPCR served as a validation of this dataset

qPCR : 3 replicates for each P.falciparum, P. yoelii. cell line

RNAseq: 3 biological replicates were carried out for each transfectant.

The study is not random. The study was specifically designed for the analysis of the differences in the transcription level of the transfectant

and the wildtype parasites.

Blinding is not relevant to current study because we need to address whether there is any transcriptomic difference between the wildtype

and the transfectants.




