Included/

Accumulation excluded/ Reason for
Species subgroup Rate (x107) recalculated exclusion/recalculation Reference
Acinetobacter GC1 15.00 Included [1]
baumannii
Acinetobacter GC2 24.70 Included [2]
baumannii
Bordetella 2.24 Included [3]
pertussis
Buchnera 1.10 Included (4]
aphidicola
Buchnera 0.09 Excluded Very long divergence [5]
aphidicola (50 million years)
Burkholderia 3.28 Included [6]
dolosa
Campylobacter 323.00 Included [7]
Jjejuni
Chlamydia psittaci 174.00 Included [8]
Clostridium difficile 3.20 Included [9]
Clostridium difficile 27 1.70 Included [10]
Clostridium difficile 027/BI/NAP1 1.88 Included [11]
Enterococcus ST17/ST252 15.00 Included [12]
faecium
Escherichia coli 1.44 Recalculated Unsure about the [13]
rationale related to
timepoints used in the
calculation. We
recalculated by running
SNP alignment through
BEAST
Helicobacter pylori 410.00 Excluded SNPs might be [14]
recombinant
Helicobacter pylori 29.35 Excluded Upper limit on estimate [15]
of the divergence time
is arbitrary
Helicobacter pylori 138.00 Excluded Synonymous rate [16]
Helicobacter pylori 54.5 Recalculated Cannot be sure that 3yr [17]
isolates are a direct
descendant of Oyr
isolates
Klebsiella CC258 2.56 Included [18]
pneumoniae Cladel
Klebsiella CC258 2.99 Included [18]
pneumoniae Clade2
Legionella 1.39 Included [19]
pneumophilia
Mycobacterium subsp 3.63 Included [20]
abscessus abscessus
Mycobacterium subsp 0.95 Included [20]
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0.09

0.49
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1.93
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211

4.30
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16.00

16.80

13.00

12.20

12.50
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pseudotuberculosis

Supplementary Table 1. 81 estimates of the rate at which bacteria accumulate mutations per site

5T43 5.63
ST9 20.10
ST42 3.57
ST14 8.67

Included

Included

Included

Included

per year (the accumulation rate) for 34 species of bacteria.
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