Inferring bacterial transmission dynamics using deep sequencing genomic
surveillance data
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File name: Supplementary Data 1.

Description: This file is comprised of data for each individual animal. Data provided for the
route of transmission (oral-gavage or natural transmission); median weight (g); range in weight
over the 14-day infection (g); weight change between the start and end of the infection (%);
weight change between the start and day 7 of infection (%); bacterial counts prior to co-
mingling (colony forming units per gram of stool); calculated area under curve values for
bacterial shedding (colony forming units per g stool over the course of the 14-day infection).

File name: Supplementary Data 2.

Description: This file is comprised of data for each single nucleotide variant (SNV). Data
provided for position in the genome; base in the reference genome; base in the query
sequence; SNV category (downstream gene variant, upstream gene variant, missense variant,
stop gained, synonymous variant, non-coding transcript exon variant, splice region variant &
non-coding transcript exon variant); effect (low, moderate, high, modifier); gene; locus;
accession number; gene type (protein coding, sSRNA, pseudogene).
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