Cumulative diagrams of mononucleotide skews (S,us*T and S,.s°°) along
the plus (published) strand of all bacteria chromosomes in our collection.
The vertical dotted blue line indicates the origin of replication (ori). The
coordinates of all circular chromosomes are shifted so that the ori is

placed at the middle of their published sequence.
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Rubrobacter xylanophilus DSM 9941
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Wolbachia endosymbiont of Drosophila melanogaster
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Agrobacterium fabrum str. C58
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Escherichia coli UTI89
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Chromohalobacter salexigens DSM 3043
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Baumannia cicadellinicola str. Hc (Homalodisca coagulata)
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Yersinia pestis Nepal516
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Yersinia pestis Antiqua
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Pseudoalteromonas atlantica T6c¢
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Treponema pallidum subsp. pallidum str. Nichols
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Treponema denticola ATCC 35405
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Leptospira interrogans serovar Lai str. 56601
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Leptospira interrogans serovar Lai str. 56601
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Leptospira interrogans serovar Copenhageni str. Fiocruz L1-130
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Leptosplra interrogans serovar Copenhageni str. Fiocruz L1-130
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Borrelia garinii PBi
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Mycoplasma genitalium G37
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Mycoplasma pneumoniae M129
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Ureaplasma parvum serovar 3 str. ATCC 700970
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Mycoplasma pulmonis UAB CTIP
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Mycoplasma penetrans HF-2
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Mycoplasma gallisepticum str. R(low)
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Onion yellows phytoplasma OY-M
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Mycoplasma mycoides subsp. mycoides SC str. PG1
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Mesoplasma florum L1
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Mycoplasma mobile 163K
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Mycoplasma synoviae 53
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Mycoplasma hyopneumoniae J
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Aster yellows witches'-broom phytoplasma AYWB
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