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Data analysis

For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
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Light microscopy: Pearson’s Correlation Coefficient (PCC) was calculated using Coloc2 plugin for ImageJ/FIJI. The MicrobeJ plugin for ImageJ/
FIJI was used to generate data for cell demographs, kymographs, and fluorescent profiles of individual cells. Graphs, with the exception of cell
profile plots and demographs, were generated in and statistical analyses were carried out using GraphPad Prism 9.5.1. Where appropriate, the
number of measurements performed are reported in the relevant figure legends.

Cryoelectron tomography: Cryo-ET data analysis was performed in IMOD and tomographic reconstruction was carried out using the SIRT
algorithm implemented within Tomo3D. Datasets were motion corrected and dose weighted with MotionCor2 implemented in Relion 3.0.
Contrast transfer functions (CTFs) of the resulting motion corrected micrographs were estimated using CTFFIND4.

The source data underlying Figures with plotted graphs is available with this manuscript as a Source Data file. All other data, including cryo-ET and light microscopy
images, are available from the authors upon request.
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Sample sizes were chosen based on standards within the field for biological replicates. Each reported experiment is representative of at least
three biological replicates. Sample sizes were deemed satisfactory following statistical analysis and confirmation or absence of statistical
difference between conditions.

No data was excluded from the analyses.

All experiments consisted of at least three successful repeats, resulting in comparable results each time. Micrographs presented together in
the study are representative of one of the repeated experiments.

Light microscopy image collection was randomized through random selection of regions of interest (ROI) across slide-mounted samples, to
eliminate personal bias. Cells in each ROI were included in the analysis, with the exceptions noted in the manuscript methods (i.e. obscured
cells or cells cut off by the field of view).

Blinding was found to be unnecessary for this study. Variables were accounted for and the data analysis methods used (e.g. PCC, statistical
analyses) eliminate significant impact subjectivity may have on the interpretation of results. Negative controls (i.e., untreated cells) were also
used for relevant experiments.




