Diagrams (gray curve) and fitted linear models (red thick line) for
mononucleotide skews (Scos®' and Scps®°) along the CDS concatenates 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 endosymbiont of Drosophila melanogaster
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Lactococcus lactis subsp. lactis 111403
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Baumannia cicadellinicola str. Hc (Homalodisca coagulata)
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Treponema pallidum subsp. pallidum str. Nichols
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Treponema denticola ATCC 35405

0.25 - .
0.20 A : 0.20 A
0.15 : 0.15
78 : 78
<o 0107 | ll.\m” | %8010 |
0.05 4 1 I 1M [
. 0.05
0.00 :
~0.05 - 0.00 7
I I I I I I I I I I
0.0e+00 1.5e+06 0.0e+00 1.5e+06
genome coordinates genome coordinates
Leptosplra interrogans serovar Lai str. 56601
0.20 .
0.15
0.15
0.10 :
w2 0.05 LMY | gg oo bl WAL
<9 o il M'r S8 ™ T ML
—] A TR I
0.00 0.05 - [[TTHITHTY: Nl’ 'w |
—0.05 0.00 4
-0.10 - -
I I I I I I I I I I I I I I
0.0e+00 1.5e+06 3.0e+06 0.0e+00 1.5e+06 3.0e+06

genome coordinates genome coordinates
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Ureaplasma parvum serovar
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Mycoplasma penetrans HF-2
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