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Fig 6- RNA seq data (Supplementary data 2)

Fig 7- Mass spectrometry data(Supplementary data 3)

Material and methods- Primers used in the study (Supplementary data 4)

- A description of any restrictions on data availability

None

Sample size for mice use were calculated using power calculation on EDA as given on

NC3R (https://eda.nc3rs.org.uk/experimental-design-group#poweranalysis) considering certain values like significance level !0.05, when in
reality there is a biologically relevant effect as a power of 0.9, an estimated variability of 0.5 in terms of standard deviation and a minimum
difference of 2 between experiment and control that was analysed by 2-side test. All statistical analyses were performed using GraphPad
Prism 8 (GraphPad Software) and an unpaired t-test and two way anova test were used to examine significant differences between wild-type
and mutant strains for qRT PCR and phenotypic analysis accordingly.

All the data is provided in supplementary files

We repeated experiments two to three times with both biological and technical replicates to establish any variation in result and rigorous
reproducibility. ll statistical analyses were performed using GraphPad Prism 8 (GraphPad Software) and an unpaired t-test and two way anova
test were used to examine significant differences between wild-type and mutant strains for qRT PCR and phenotypic analysis accordingly.

We used female mice of age group ranging from 6 to 8 weeks randomly throughout the project duration. The parasite infection were initiated
by all the license holders involved in this study in different batches of mice belonging to two different outbred strains (CD1 and TO) from two
different suppliers (Charles River and Harlan).

Phenotyping and data scoring and analysis were performed with the researcher blind to

the genotype of the parasite. For proteomics experiments, it is not possible to blind the different tag lines used while growing in the mice and
purification. However, the mass spec was done by the staff at University of Warwick who will not know the phenotype of the parasite. EM and
expansion microscopy were performed blind by the staff at Oxford who were not aware of the phenotype of the samples. RNA sequencing
analysis was performed at KAUST, Saudi Arabia blindly without any prior information about the samples.




