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24 bacterial isolates collected from a single patient. The sample size was determined by the available set of bacterial isolates from the
patient. All available isolates were used in the study to maximize information. No sample size calculations were performed, as all available
bacterial isolates were used.

No data were excluded. All data processing and filtering described in Methods.

Given that this is a descriptive study of within-host evolution of a single bacterial population in a single patient, verification of reproducibility
of the main results is not possible for most parts of the study. Verification of reproducibility was relevant and possible was in the simulations
performed to determine whether any genes demonstrated enrichment for mutations relative to null expectations. These simulations were
repeated 100,000 times and quantified with detailed statistical tests as explained in the methods section of the manuscript.

Randomization was not possible as this is a study of sequential evolution of all bacterial isolates collected from a single patient.

Blinding was not relevant to this study as there were no results that would be relevant to blind the researchers to. The work involved
sequencing of all genomes from the patient and studying the variants that occurred with evolution of the bacterial population in the patient.




