Cumulative frequency of the distance between
neighboring unidirectional non-overlapping genes
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Figure S1 Cumulative frequency of the distance (in bp) between neighboring unidirectional non-overlapping genes. The figure
shows intergenic distances up to 500 bp. The intergenic distances used in the simulations were retrieved from this empirical
distribution. We have limited the distance up to 100 bp + phase for practical reasons. This interval [0-99 + phase] bp includes

almost 60% of all empirical intergenic distances found between adjacent unidirectional genes in prokaryotic genomes.
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