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TABLE S1. C. coli clade 1 (n=11), clade 2 (n=24) and clade 3 (n=56) isolates included in

genomic analyses.

Clade Isolate NCBI Source Reference
accession number
BIGS0002 ANGMO01000000  Clinical (1)
BIGS0005 ANGP01000000 Pig feces (1)
BIGS0015 ANGZ01000000 Pig feces (1)
BIGS0017 ANHBO01000000 Chicken meat (D)
BIGS0019 ANHDO01000000 Clinical (1)
BIGS0021 ANHF01000000 Chicken meat (D)
F3 QYUTO01000000 Clinical This study, (2)
F4 QYUS01000000 Clinical This study, (2)
F8 QYUU01000000 Clinical This study, (2)
LMG 6440 QZCI01000000 Pig faeces This study
(NTCT11366) Reference strain
RM2228 AAFL01000000 Chicken carcass, 3)
Reference strain
A12B2 FBGG01000000 Environmental waters
B15B3 FBFU01000000 Environmental waters
BIGS0012 ANGWO01000000  Clinical (1)
F14B4C4 FBGMO01000000 Environmental waters
F15D2 FBFW01000000 Environmental waters
H043880653 FBNCO01000000 Clinical
H054340287 FBOJ01000000 Clinical
H055260513 FBNY01000000 Environmental waters
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SUPPLEMENTAL FIGURE LEGENDS

Figure S1. Neighbour-joining tree based on protein sequence alignments of CadF from C. coli
clade 1, 2 and 3 isolates (Table S1) together with the C. jejuni reference strains 11168 and 81-
176. Node colours indicate clades; Clade 1 —blue, Clade 2 — green and Clade 3 — red. The exact

positions of the isolates in this study are shown. Scale bar represent 0.01.

Figure S2. Alignment of CadF protein sequences from C. coli clade 1, 2 and 3 isolates (Table
S1) together with the C. jejuni reference strains 11168 and 81-176. Dash; amino acid is missing,
grey box; site with variation, asterisk; site where clade 3 isolates differ from clade 1 and 2
isolates, bold; site where clade 3 is identical to C. jejuni, box; conserved fibronectin binding

site, underlined sequence; OmpA-like domain (amino acids 167-324).

Figure S3. Neighbour-joining tree based on protein sequence alignments of CeuE from C. coli
clade 1, 2 and 3 isolates (Table S1) together with the C. jejuni reference strains 11168 and 81-
176. Node colours indicate clades; Clade 1 —blue, Clade 2 — green and Clade 3 — red. The exact

positions of the isolates in this study are shown. Scale bar represent 0.01.
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Figure S1. Neighbour-joining tree based on protein sequence alignments of CadF from C. coli
clade 1, 2 and 3 isolates (Table S1) together with the C. jejuni reference strains 11168 and 81-176.
Node colours indicate clades; Clade 1 —blue, Clade 2 — green and Clade 3 — red. The exact positions

of the isolates in this study are shown. Scale bar represent 0.01.



Figure S2.
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C. coli clade 1 MRKLLLCLGL SSVLFGADNN VKFEITPTLN YNYFEGNLDM DNRYAPGIRL
C. coli clade 2 MRKLLLCLGL ASVLFGADNN VKFEITPTLN YNYFEGNLDM DNRYAPGIRL
C. coli clade 3 MKKLLLCLGL ASVLLGADNN VKFEITPTLN YNYFEGNLDM DNRYAPGVRL
C. jejuni 11168 MKKIFLCLGL ASVLFGADNN VKFEITPTLN YNYFEGNLDM DNRYAPGIRL
C. jejuni 81-176 MKKILLCLGL ASVLFSADNN VKFEITPTLN YNYFEGNLDM DNRYAPGIRL
C. coli clade 1 GYHFDDFWLD QLELGLEHYS DVKYTNSTLT TDITRTYLSA IKGIDLGEKF
C. coli clade 2 GYHFDDFWLD QLELGLEHYS DVKYTNSTLT TDITRTYLSA IKGIDLGEKF
C. coli clade 3 GYHFDDFWLD QLELGLEHYS DVKYTNSTLT TDITRTYLSA IKGIDLGEKF
C. jejuni 11168 GYHFDDFWLD QLEFGLEHYS DVKYTNTNKT TDITRTYLSA IKGIDVGEKF
C. jejuni 81-176 GYHFDDFWLD QLEFGLEHYS DVKYTNTNKT TDITRTYLSA IKGIDVGEKF
C. coli clade 1 YFYGLAGGGY EDFSKGAFDN KSGGFGHYGA GLKFRLSDSL ALRLETRDQI
C. coli clade 2 YFYGLAGGGY EDFSHGAFDN KSGGFGHYGA GLKFRLSDSL ALRLETRDQI
C. coli clade 3 YFYGLAGGGY EDFSKGAFDN KSGGFGHYGA GLKFRLSDSL ALRLETRDQI
C. jejuni 11168 YFYGLAGGGY EDFSNAAYDN KSGGFGHYGA GVKFRLSDSL ALRLETRDQTI
C. jejuni 81-176 YFYGLAGGGY EDFSNAAYDN KSGGFGHYGA GVKFRLSDSL ALRLETRDQI
E * * * * * % *k *kkkkk*k
C. coli clade 1 SFHDADHSWV STLGISFGFG AKQEKVVVEQ TKEVVNKPQV VTPAPAPVVS
C. coli clade 2 SFHDADHSWV STLGVSFGFG AKQKKVVVEQ TKEVVSKPQV VTPAPAPVVS
C. coli clade 3 SFHNANHSWV STLGISFGFG AKREKVVAEQ VKEVAIEPRV AAPV-=—===—-=
C. jejuni 11168 NFNHANHNWV STLGISFGFG GKKEKAV-E- --EVADT-R- ATP---—-—-—-
C. jejuni 81-176 NFNHANHNWV STLGISFGFG GKKEKAV-E- --EVADT-R- ATP---—---—
* * * % * * *
C. coli clade 1 OSKCPEEPRE GALLDENGCE KTIYLEGHFD FDKVNINPAF EEQIKEIAQI
C. coli clade 2 QOSKCPAEPRE GALLDENGCE KTIYLEGHFD FDKVNINPAF EEKIKEIAKI
C. coli clade 3 OSQCPAEPRE GAMLDENGCE KTISFEGHFG FDKVDINPVF EEKIKEIAQT
C. jejuni 11168 QAKCPVEPRE GALLDENGCE KTISLEGHFG FDKTTINPTF QEKIKEIAKV
C. jejuni 81-176 QAKCPVEPRE GALLDENGCE KTISLEGHFG FDKTTINPTF QEKIKEIAKV
* * *
C. coli clade 1 LDENVRYDTI LEGHTDNIGS RSYNQKLSER RANSVAKELE KFGVDKSRIQ
C. coli clade 2 LDENVRYDTI LEGHTDNTGS RSYNQKLSER RAESVAKELE KFGVDKSRIQ
C. coli clade 3 LDENARYDTI LEGHTDNIGS RAYNQKLSER RAESVAKELE KFGVDKDRIQ
C. jejuni 11168 LDENERYDTI LEGHTDNIGS RAYNQKLSER RAKSVANELE KYGVEKSRIK
C. jejuni 81-176 LDENERYDTI LEGHTDNIGS RAYNQKLSER RAKSVANELE KYGVEKSRIK
* *
C. coli clade 1 TVGYGQDKPR SSNDTKEGRA DNRRVEAKFI LN
C. coli clade 2 TVGYGQDKPR SSNDTKEGRA DNRRVEAKFI LN
C. coli clade 3 TVGYGQDKPR SSNDTKEGRA DNRRVDAKFI LR
C. jejuni 11168 TVGYGQODNPR SSNDTKEGRA DNRRVDAKFI LR
C. jejuni 81-176 TVGYGQODNPR SSNDTKEGRA DNRRVDAKFI LR

Figure S2. Alignment of CadF protein sequences from C. coli clade 1, 2 and 3 isolates (Table S1)
together with the C. jejuni reference strains 11168 and 81-176. Dash; amino acid is missing, grey
box; site with variation, asterisk; site where clade 3 isolates differ from clade 1 and 2 isolates, bold;
site where clade 3 is identical to C. jejuni, box; conserved fibronectin binding site, underlined
sequence; OmpA-like domain (amino acids 167-324).



Figure S3.
C. jejuni

11168_. 81-176

0.01

Clade 1

all

Clade 3

Figure S3. Neighbour-joining tree based on protein sequence alignments of CeuE from C. coli
clade 1, 2 and 3 isolates (Table S1) together with the C. jejuni reference strains 11168 and 81-176.
Node colours indicate clades; Clade 1 —blue, Clade 2 — green and Clade 3 — red. The exact positions
of the isolates in this study are shown. Scale bar represent 0.01.
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