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Antibodies
Antibodies used

The T. brucei EATRO1125 ISG65 A to G gene sequences used in this study have been deposited in the European Nucleotide Archive under accession codes
OU529038-OU529044. The raw reads from the genome sequencing used in this study have been deposited in the ArrayExpress database under accession code E-
MTAB-10878. Coordinates and structure factors used in this study have been deposited in the Protein Data Bank under accession code 7PI6. Un-cropped gels
generated in this study are provided as source datafiles 1-3. Source data for all graphs generated in this study are provided as source datafile 4.xlsx. Raw SAXS data
generated in this study is provided in source data file 5.zip.

The sample sizes for mouse infection experiments are the standard in the field (most reports use n=3-6 per group for infection dynamics) and
were determined based on the sample sizes required to see differences in infection dynamics in previous experiments. Bioluminescence
provides a more statistically robust measure of parasite burden than other methods such as PCR or counting trypomastigotes in a
hemocytometer as it provides a measure of the burden from all tissues, not just the bloodstream, making these sample sizes apporpriate.

No data were excluded from analysis.

All SPR experiments were repeated three times. Assessments of trypanosome infection were performed in five mice for each variant of
trypanosomes and mice. All attempts at replication were successful.

No randomisation was conducted as no decisions about inclusion or exclusion of data were taken. All data was included in analysis.

No blinding was conducted. This was not required as each experiment was designed to give an unambiguous outcome which did not depend
on the judgement of the researcher or the selection of which images or cells to include in analysis.

The ISG65 antiserum was produced by Covalab, as described in this study and its production and validation are described in the
methods section. It was used at 1 in 8,000 dilution.

Anti-eIF4A was generated as described in Dhalia R et al. 'The two eIF4A helicases in Trypanosoma brucei are functionally distinct.
Nucleic Acids Res. 2006 May 10;34(9):2495-507 (doi: 10.1093/nar/gkl290)' and was used at 1 in 6,000 dilution.




