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Figure S1 - 1: Phylogenetic tree highlighting the position of E. coli relative to the
type strains of the other species within the genus FEscherichia. The
tree was inferred from 1,433 aligned characters of the 16S rRNA gene
sequence under the maximum likelihood (ML) criterion as previously
described (Goker et al. 2011). Shimwellia blattae was included in the
data set for use as outgroup taxon. The branches are scaled in terms
of the expected number of substitutions per site. Numbers adjacent
to the branches are support values from 1,000 ML bootstrap repli-
cates (left) and from 1,000 maximum-parsimony bootstrap replicates
(right) if larger than 60% (Goker et al. 2011). Lineages with type
strain genome sequencing projects registered in GOLD (Pagani et al.
2012) are labeled with one asterisk, those also listed as ’"Complete and
Published’ with two asterisks.
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Figure S1 - 2: Histogram of all pairwise digital DDH similarities between all pairs
of strains contained in the data set (see Supplement File S2).
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Figure S1 - 3: Whole-genome phylogeny inferred using the latest GBDP version (Meier-Kolthoff et
al. 2013) and rooted with Shimwellia blattae. The only difference between this tree
and the one shown in Figure 7 of the main manuscript is that here all outgroup
organisms are shown: Fscherichia albertii, Fscherichia hermannii, Shimwellia blattae,
and FEscherichia fergusonii). Refer to Figure 7 of the main manuscript for further
information.
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Figure S1 - 4: API 20E test of E. coli strains DSM 30083" and DSM 18039. At the DSMZ,
strain DSM 30083T was tested for the first time with API 20E test stripes at
37°C for 24 h in 1979 (A), and additionally on McCognay agar, chinablue and
ENDO agar (B). Strain DSM 18039 differed from DSM 30083" in being positive
for ornithine decarboxylase activity (C). Abbreviations of substrates are listed
in the manufacturer protocol (bioMérieux, Niirtingen, Germany).
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Figure S1 - 5: Heat map of the phenotype microarray results, microplate PM-01, for the type strain of
E. coli compared to strain DSM 18039. Data were analysed with OPM version 1.1.2,
using the maximum curve height parameter for plotting, inferred using smoothing
splines.
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Figure S1 - 6: Heat map of the phenotype microarray results, microplate PM-02, for the type strain of
E. coli compared to strain DSM 18039. Data were analysed with OPM version 1.1.2,
using the maximum curve height parameter for plotting, inferred using smoothing
splines.
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