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Singleton development (MEAN):
Decay function: 2436.133 * exp(-x /1.311) + 341.762
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Figure 1. Core genome, pan genome and singleton genome evolution. A) Total number of genes (pan-genome) for a
given number of genomes sequentially added. B) Number of shared genes (core genome) as a function of the number
of genomes sequentially added. C) Number of unique genes (singleton genome) as a function of the number of genomes
sequentially added.



