Diagrams (gray curve) and fitted linear models (red thick line) for
mononucleotide skews (Syus"" and S,us°F) along the plus (published)
strand of all bacteria chromosomes in our collection. Each step-like
breakpoint of the red thick line corresponds to a statistically significant
structural change of the skew pattern. In cases where no significant
structural changes are detected, the red line is omitted. The vertical dotted
blue line indicates the origin of replication (ori). There are three distinct
types of skew patterns; “sharp”: at least one step-like breakpoint is located
close to the ori, “vague”: at least one step-like breakpoint is detected, but
all breakpoints are far from the ori, and “flat”: no step-like breakpoints are
detected. The horizontal dashed black line is drawn at the mean value of

the skew.
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Wolbachia endosymblont of Drosophila melanogaster
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Anaeromyxobacter dehalogenans 2CP-C
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Helicobacter pylori J99
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Helicobacter pylori HPAG1
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Lactococcus lactis subsp. lactis 111403
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Staphylococcus aureus subsp. aureus N315
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Staphylococcus aureus subsp. aureus MRSA252
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Staphylococcus aureus subsp. aureus MSSA476
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Staphylococcus epidermidis RP62A
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Imonella enterica subsp enterica serovar Paratyphi A str ATCC 9150
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almonella enterica subsp. enterica serovar Choleraesuis str. SC-B67
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Xanthomonas campestris pv. campestris str. 8004
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Escherichia coli UTI89
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Mycoplasma capricolum subsp. capricolum ATCC 27343
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