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Fig. S1. Distribution of R-M systems. (A) Genome wide analysis for the presence of conserved
MTase genes among bacteria with genome size ranging from 0.5 to 13 Mbp. The scatter plot
shows the distribution, with genome size interval on x-axis and number of MTase genes in a
given genome on y-axis. The median value determined by GraphPad prism V4 is shown as an

orange color bar.



