Supplementary Table 1. Sequenced E. coli strains used for phylogenetic analysis.

E coli strain label GenBank Strain Characteristics Reference
Accession

Extraintestinal pathogenic strains including uropathogens

536 NC 008253 Uropathogen (8)
CFT073 NC 004431 Uropathogen (20)
UMNO26 NC 011751 Uropathogen (19)

IAI39 NC 011750 Uropathogen

S88 NC 011742 Neonatal meningitis strain

UTI89 NC 007946 Uropathogen (1)

APEC NC 008563 Avian pathogenic strain (11)

Human commensal & environmental strains

HS NC 009800 Human commensal (17)
ED1la NC 011745 Human commensal (19)
1AI1 NC 011741 Human commensal
SE11 NC 011415 Human commensal (15)

SMS-3-5 NC 010498 Multi-drug resistant environmental strain (6)

Intestinal pathogenic strains

0111:H-Str 11128 NC 013364 Enterohaemorrhagic E. coli (EHEC) (14)
026:H11 Str 11368 NC 013361 EHEC
0103:H2 Str 12009 NC 013353 EHEC
0157:H7 Str TW14359 NC 013008 EHEC (12)
0157:H7 Str EDL933 NC 002655 EHEC (16)
055:H7 Str CB9615 NC 013941 Precursor of 0157:H7 EHEC (21)
0157: H7 Str Sakai NC 002695 EHEC (7)
0157:H7 Str EC4115 NC 011353 EHEC (4)
E24377A NC 009801 ETEC (17)
$5989 NC 011748 Enteroaggregative E. coli (EAEC) (19)
0127:H6 Str E2348/69 NC 011601 Enteropathogenic E. coli (EPEC) 9)

Laboratory & other strains

K-12 MG1655 NC 000913 Laboratory strain (18)
BW2952 NC 012759 Laboratory strain (5)
REL606 NC 012967 Laboratory strain, similar to K-12 MG1655 (10)
K-12 substr DH10B NC 010473 Laboratory strain, derived from K-12 MG1655 (3)
E coli 'BL21- NC 012947 No information available (13)
Gold(DE3)pLysS AG'
ATCC 8739 strain NC 010468 No information available (2)
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