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Supplementary Figure 1: Distribution of the relative distances of 105 bacterial markers
in a representative set of 1175 genomes. The x-axis represents the logio value of the
relative distance, that is the distance in nucleotides normalized to the chromosome size.
A violin plot (blue) is drawn for each marker (y-axis). The orange line represents the
median of the distances for each marker, and the red line is the weight, which is the
median distance divided by the sum of all median distances, so that the total weight is
equal to one. Individual distance for a given marker in a given genome is calculated as the
sum of the half the distance to the next marker upstream and half the distance to the next
marker downstream.



