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- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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This study did not generate unique reagents, but raw data and code generated as part of this research can be found in the Supplemental files as well as on public
resources as specified in the Data and Code Availability section below. SARS-CoV-2 sequence data used in this analysis are publicly available from GenBank accession
numbers (MW751078 - MW751422, MW931663-MW931714). A summary json file for interactive phylogenetic analysis is available as Supplementary Data 1 and
can be loaded and visualised using Auspice web-based tool. Additional files and source code are available from GitHub

https://github.com/george-githinji/sars-cov-2-early-phase-manuscript/data.

This is a retrospective genomic epidemiology study of SARS-CoV-2 PCR Positive cases in Kenya in the early phase of the epidemic. The data
was collected as part of the epidemic response by the Ministry of Health. We sequences all available samples initially and later all samples
with a Ct score <30. No sample size was calculated and we made use of the available sequence data after quality control and as described in
the methods section of the paper.

Sample

Sequence data were excluded if they did not meet 80% genome coverage. Samples for sequencing were excluded if the Ct score was >30.
public data from GISAID were subsampled based on a criteria outlined in the methods section. Data with incomplete dates were excluded
from analysis.

This was sequence analysis project. We used a reproducible workflow to conduct the analysis. The workflow was run at least two times after
any modification to confirm that the data were reproducible.

This was not applicable to our study because we used whole genome sequence data that were analysed retrospectively. We included each
and every data point that passed the inclusion criteria and such no randomization was conducted.

Blinding was not applicable to the study. This was an retrospective genomic epidemiological study. Care was taken to ensure personal or
identifying information was not provided.




