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All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.
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Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods

The structure data generated during the current study have been deposited in the Electron Microscopy Data Bank (EMDB) repository, with the accession codes
EMD-28802 [https://www.ebi.ac.uk/emdb/EMD-28802], EMD-28803 [https://www.ebi.ac.uk/emdb/EMD-28803], EMD-28804 [https://www.ebi.ac.uk/emdb/
EMD-28804], and EMD-28805 [https://www.ebi.ac.uk/emdb/EMD-28805]. The raw proteomics data generated during the current study have been deposited to the
Mass Spectrometry Interactive Virtual Environment (MassIVE) repository under accession IDs MSV000090660 [https://massive.ucsd.edu/ProteoSAFe/dataset.jsp?
accession=MSV000090660] and MSV000090661 [https://massive.ucsd.edu/ProteoSAFe/dataset.jsp?accession=MSV000090661] and the analysis tables are provided
as Supplementary Datasets. The structure of the DMT from Bos taurus shown in Supp. Fig. 3 is available in the EMDB repository, accession code EMD-24664
[https://www.ebi.ac.uk/emdb/EMD-24664] and the atomic model is available as PDB:7rro [https://doi.org/10.2210/pdb7RRO/pdb]. All other data supporting the
findings of this study are available within the paper or its supplementary information files. T. brucei genome and protein sequences are publicly available at
TriTrypDB [https://tritrypdb.org/tritrypdb/app] and protein localizations are publicly available on TrypTag [http://tryptag.org/].

N/A

N/A

N/A

N/A

N/A

No sample size calculation was performed. Sample sizes were chosen based on previous studies (Shimogawa et al., 2018; Imhof et al., 2019),
best practices in the field, and practicality.

No data were excluded.

Growth curves were performed in triplicate. qRT-PCR was performed in duplicate on three independent RNA samples. Motility analyses were
performed on two independent biological samples. Proteomics analyses were performed on two independent biological replicates.
Micrographs are representative of results from at least two independent experiments. For cryoET, where replicates were not feasible, the
data are representative of the average. All attempts at replication were successful, with variability shown.

Randomization was not relevant for the experiments performed here. Experiments involved comparing cell lines (mutant vs control) under
identical treatment conditions and sample preparation procedures, processed in parallel.

Blinding was not relevant for this study. Test groups (mutant or control cell lines) were processed through identical analysis pipelines in
parallel. Although researchers were not blinded to cell line identity during experiments, the major conclusions of this study are based on data
that were acquired and/or analyzed using automated protocols and software.




