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Fig. 1. The phylogenetic distribution of full-sequenced plasmids.
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Fig. 2. Boxplots of plasmids’ sizes (A) and GC contents in major phyla (B). Comparisons of GC contents of host chromosome “C” and plas-
mid “P” in host genera (C). Data are presented as median (horizontal solid line), 25th to 75th percentiles (box), maximum and minimum
(error bars).
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Fig. 3. Distribution of plasmids among bacterial families classified into Inc groups.
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Fig. 4. Distribution of self-transmissible (dark gray) and mobiliz-
able (light gray) plasmids according to Plasmid size.
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