Supplementary Information
S1: Code and data
The implemented code that produces the results of this paper, starting from the VCF files, is available on the GitHub repository: https://github.com/BiodataAnalysisGroup/lineagespot.

All raw FASTQ files are deposited on ENA: Project IDs PRJEB44141 (for patient samples) and PRJEB44548 (for wastewater samples).
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