
Figure S1: Lineage size correction for number of shared 'intermediate and rare' genes using lineage sub-

sampling. A Original number of shared genes betweeen every two lineages, relative to the size of the 

lineage (log10-transformed). Counts were only considered for lineages belonging to different 

phylogroups. Line fitted using linear regression, p<2.2e-16, R2=0.22. B Number of shared 'intermediate 

and rare' genes, corrected by subsampling each lineage to a size of 20 and repeated 40 times. The count 

presented is mean number of shared 'intermediate and rare' genes across the 40 subsamples, p=0.02, 

R2=0.



Figure S2: Density of all gene clusters of the E. coli pan-genome, presented as the 
number of lineages in which each gene was observed (x-axis) against the mean 
frequency across the lineages containing it (y-axis). Each square is coloured by the 
number of gene clusters with the values, log scaled.
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Figure S7: Number of shared intermediate and rare genes per isolate, for all lineages. Counts were only considered between lineages belonging 

to different phylogroups, and were calculated on a repeated subsampling of all lineage to correct for lineage size (Figure S1).
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