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Table S1. Single-nucleotide polymorphism(s) for each fimH type

Table S2. Detailed phylogenetic information (phylotyping [ABD typing] and multilocus sequence typing [MLST]) of the 45 AIEC and 3 reference (MG1655 [E. coli K12], UPEC [CFT073], APEC) strains analyzed. In addition to the seven housekeeping genes analyzed (adk, fumC, gyrB, icd, mdh, purA, recA), the sequence type (ST) and ST complex are given.

Table S3. Disease Activity Index (DAI) assessment
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	Symptom/score

	Characteristics

	Body weight loss
0
1
2
3
4

	
No loss
1-5% loss of body weight
5-10% loss of body weight
10-20% loss of body weight
>20% loss of body weight

	Stool consistency
0
1
2
3
4

	
Normal feces
Loose stool
Watery diarrhea
Slimy diarrhea, little blood
Severe watery diarrhea with blood

	Blood in stool
0
2
4

	
No blood
Presence of blood assessed by Hemoccult II test
Visible bleeding
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FimH clade fimH type Strains

a

fimH single-nucleotide polymorphism(s)

b

LF9

LF15

LF25

LF48

LF89

LF104

LF109

LF110

LF135

6004

6162

7003

7051

f-2 LF134

C105T, C117T, C141T, G171A, C339G, T714A, A717G, G807A, T831C

f-3 LF138

C7A, T93A, C141T, T143C (A27V), G171A,  T207C, C246T, C432T, C471T, C489T, T534C, A603G, T714C, A717G, G807A, T831C

C19T, T87C, T123C, A129T, T143C (A27V), A186G, A312T, T315C, G369C, A426G, T450C, A459T, T534C, T537C, C546T, T555C, T573G, C585T, C587T, A597G, A603G, T621C, C654T, C657T, C660T, 

C699T, A711G, T714A, C723A, C736T, A770G (N236S), G774T, A777G, G780A, A786G, G807A, T831C, C840T,  C882T,  G861T, A870G

f-5 LF77

A30T, C78T, T87C, T143C (A27V), G171A,  T207C, C246T, A603G, T714A, A717G, G807A, T831C, A834T

f-6 LF111

C69T, T87C, T143C (A27V), T450A, C546T, C588T, C591T,G597A, A603G, G702C, T714A, G807A, T831C, A843T

f-7 LF123

T87C, T143C (A27V), G171A, 207C, C246T, G281C (G73A), T318G, C327T, A603G, G702C, T714A, A792G, G807A, T831C

f-8 LF6

T87C, T143C (A27V), G171A,  T207C, C246T, T450A, A603G, G702C, T714A, A717G, G741A, G807A, T831C

f-9 LF128

T87C, T143C (A27V), G171A,  T207C, C246T, T573G, G582A, A603G, T714A, A717G, G738A, G807A, T831C

f-10 LF119

T87C, T143C (A27V), G171A,  T207C, C246T, A603G, G702C, T714A, A792G, G807A, T831C

f-11 LF30

C90A, C117T, T124A (Y21N), C141T, T143C (A27V), G171A, G807A, T831C

f-12 LF65

C90A, C117T, G136A (V25T), C141T, T143C (A27V), G171A, C339G, C546T, A603G, T714A, A717G, G807A

f-13 LF19

C90A, C117T, C141T, T143C (A27V), G171A, C339G, C546T, G645A, G702C, T714A, A717G, G807A, T831C, A834T

f-14 LF74

C90A, C117T, C141T, T143C (A27V), G171A, C339G, T714A, A717G, G807A, T831C

f-15 LF61

C90A, C117T, T143C (A27V), G171A, T534C, C546T, T714A, A717G,  G795A, G807A, T831C, C868A (Q269K), C882G

f-16 LF54

C90A, C117T, C141T, T143C (A27V), G171A, T389G (L109W), G807A, T831C

f-17 LF51

C90A, C117T, C141T, T143C (A27V), G171A, T449G (L129R), G807A, T831C

f-18 LF50

C90A, C117T, C141T, T143C (A27V), G171A, C559T (R166C), G807A, T831C

LF29

6113

6119

6184

6236

f-20

LF98

C90A,  C117T, C141T, T143C (A27V), G171A, G807A, T831C

f-21

7093

C90T, T143C (A27V), G171A, G280T (G73W), T450A, C546T, C588T, C591T,G597A, A603G, A647T (Y195F),  G702C, T714A, A717G, G807A, T831C

f-22

LF87

C90T, T143C (A27V), G171A, T450A, C546T, C588T, C591T,G597A, A603G, A647T (Y195F), G702C, T714A, A717G, G807A, T831C

6028

LF102

LF129

f-24 6356

T93A, C141T, T143C (A27V), G171A,  T207C, C246T, C432T, C471T, C489T, T534C, A603G, C654A, T714C, A717G, G807A, T831C, C840A

f-25 6117

T93A, C141T, T143C (A27V), T207C, C225T, A272G (N70S), A312T, T315C, C321T, C339G, C411G, G414A, T429A, T534C, C577T,  A603G, C640T, G807A, T831C

7090

7035

7081

f-27

LF8

C117T, C141T, T143C (A27V), G171A, C339G, T714A, A717G, G807A, T831C

f-28

6281

C117T, C141T, T143C (A27V), G171A, C546T, T714A, A717G, G807A, T831C, A834T

f-29

LF114

T143C (A27V), G259A (G66S), C489T, C639T, C668T (A302V), T714A, A717G,

f-30

LF45

C17A (SS T6N), A76G (T5A), T87C, T143C (A27V), G171A,  T207C, C246T, A603G, A647T (Y195F), T714A, A717G, G794A (G245E), G807A, T831C, A834T 

f-31

LF108

C17A (SS T6N), T87C, T143C (A27V), G171A, T207C, C246T, C588T, C591T, G597A, A603G, G702C, T714A, A717G, G741A, G807A, T831C

f-32 LF23

C17A (SS T6N), T87C, T143C (A27V), T207C, C225T, T318G, C327T, C339G, T534C, C546T, G550A (V163I), T714A, A717G, A751G (T230A), G795A, G807A, T831C

LF40

LF55

LF90

LF26

7113

LF95

LF49

LF71

6029

6151

f-36 7074

C17A (SS T6N), G28A (SS V10I), T87C, C139T(P26S), T143C (A27V),  T207C, C225T, T318G, C327T, C339G, C419T (A119V), T534C, A603G, G807A, T831C

LF1

LF28

6011

7022

f-38 7136

C90T, C141T, T143C (A27V), T207C, C246T, A272G  (N70S), G280A (G73R), G296A (S78N), A312T, T315A, C321T, C339G, G408T, C411G, G414A, C432T, C489T, T534C, C546T, A603G, T714C, A717G, G807A, T831C

f-39 LF31

T93A, C141T, T143C (A27V), G171A,  T207C, G210A, C246T, G260C (G66A), A272G (N70S), G296A (S78N), A312T, T315A, C321T, C339G, G379A (A106T), T396G, C411G, G414A, T534C, C546T, A603G, C654A, T714C, A717G, G807A, T831C 

f-40 LF52

T93A, C141T, T143C (A27V), G171A,  T207C, G210A, C246T, A272G  (N70S), G296A (S78N), A312T, T315A, C321T, C339G, C380T (A106V), T396G, C411G, G414A, T534C, C546T, A603G, C654A, T714C, A717G, G807A, T831C

f-41 7103

T93A, C141T, T143C (A27V), G171A,  T207C, G210A, C246T, A272G  (N70S), G296A (S78N), A312T, T315A, C321T, C339G, C395T (P111L), T396G, G414A, T534C, C546T, A603G, C654A, T714C,  A717G, G807A, T831C

LF46

6003

6170

f-43 6134

T93A, C141T, T143C (A27V), G171A,  T207C, G210A, C246T, C258T, A272G  (N70S), G296A (S78N), A312T, T315A, C321T, C339G, T396G, C411G, G414A, T534C, C546T, A603G, G643A (G194R), C654A, T714C, A717G, G807A, T831C 

f-44 LF66

T93A, C141T, T143C (A27V), G171A,  T207C, G210A, C246T, A272G  (N70S), G296A (S78N), A312T, T315A, C321T, C339G, T396G, C411G, G414A, T534C, C546T, A603G, C654A, T714C, A717G, G807A, T831C

f-45 LF130

T93A, C141T, T143C (A27V), T207C, C225T, C258T, G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T534C, A603G, G684A, T714C, A717G, G807A, T831C

f-46 6254

T93A, C141T, T143C (A27V), T207C, C225T, G280T (G73W), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T534C, A603G, G684A, T714C, A717G, G807A, T831C

f-47 6259

T93A, C141T, T143C (A27V), T207C, C225T, G296A (S78N), A312T, T315C, C321T, C339G, C411G, G414A, T534C, C546T, A603G, T714A, A717G, G807A, T831C

f-48 6088

T93A, C141T, T143C (A27V), T207C, C225T, G296A (S78N), A312T, T315C, C321T, C339G, C411G, G414A, T534C, C559A (R187S), A603G, C639T, G684A, T714C, A717G, G807A, T831C

f-49 6283

T93A, C141T, T143C (A27V), T207C, C225T,G259T (G66C), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A,  T450A, C546T, A603G,T714A, A717G, C788T (A242V), G807A, T831C, G885A

f-50 6076

T93A, C141T, T143C (A27V), T207C, C225T, G281C (G73A), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A,  T450A, C546T, A603G,T714A, A717G, C788T (A242V), G807A, T831C, G844C  (G282R), G885A

f-51 LF12

T93A, C141T, T143C (A27V), T207C, C225T, G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T534C, A603G, G684A, T714C, A717G, G807A, T831C

f-52 LF24

T93A, C141T, T143C (A27V), T207C, C225T, G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T534C, A603G, T639C, G684A, T714C, A717G, G807A, T831C

f-53 LF37

C141T, G142A, T143C (A27T), T207C, C246T, A272G  (N70S), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T534C, C546T, C577T, A603G, T714C, A717G, G807A, T831C

f-54 LF16

C141T, T143C (A27V), T207C, C246T, A272G  (N70S), G280T (G73W), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T429A, T534C, A603G, T714C, A717G, G807A, T831C

f-55 7049

C141T, T143C (A27V), T207C, C246T, A272G  (N70S), G281A (G73E), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T534C, C546T, C577T, A603G, T714C, A717G, G807A, T831C

f-56 7082

C141T, T143C (A27V), T207C, C246T, A272G  (N70S), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T429A, T534C, A535G (T158A), A603G, T714C, A717G, G807A, T831C

f-57 LF73

C141T, T143C (A27V), T207C, C246T, A272G (N70S), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T429A, T534C, C546T, C577T, A603G, T714C, A717G, G807A, T831C

LF100

C141T, T143C (A27V), T207C, C246T, A272G (N70S), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T429A, T534C, A603G, T714C, A717G, G807A, T831C

LF47

C141T, T143C (A27V), T207C, C246T, A272G (N70S), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T429A, T534C, A603G, T714C, A717G, G807A, T831C

f-59

LF82

C141T, T143C (A27V), T207C, C246T, A272G  (N70S), G296A (S78N), A312T, T315A, C321T, C339G, C411G, G414A, T534C, A535C (T158P), C546T, C577T, A603G, T714C, A717G, G807A, T831C

a

strain in bold and italic are adherent and invasive E. coli

b

fimH sequences were analyzed by comparaison with the sequence of E. coli K12. Amino acid replacements are shown in parenthenses and in bold. The underlined SNPs are nucleotide replacements found in only one isolate (singleton)

f-58

f-35

C17A (SS T6N), T87C, T143C (A27V), T207C, C225T, C339G, C419T  (A119V), T534C, A603G, G807A, T831C, G881C (G273A)

f-37

C17A (SS T6N), G28A  (SS V10I), T87C, T143C (A27V), T207C, C225T, C339G, C419T  (A119V), T534C, A603G, G807A, T831C

S70/N78

f-42

T93A, C141T, T143C (A27V), G171A,  T207C, G210A, C246T, A272G  (N70S), G296A (S78N), A312T, T315A, C321T, C339G, T396G, C411G, G414A, T534C, C546T, T551C (V163A), A603G, C654A, T714C, A717G, G807A, T831C

f-26

C96T, C117T, C141T, T143C (A27V), G171A, C321T, C339G, C411T, G560A (R166H), T714A, A717G, G807A, T831C

f-33

C17A (SS T6N), T87C, T143C (A27V), T207C, C225T, C339G, T534C, A603G, G807A, T831C

f-34

C17A (SS T6N), T87C, T143C (A27V), T207C, C225T, C339G, C419T  (A119V), T534C, A603G, G807A, T831C

f-1

    None (E. coli K-12 reference sequence)

f-4 6058

f-19

C90A, C117T, T143C (A27V), G171A, T534C, C546T, T714A, A717G,  G795A, G807A, T831C, C868A (Q269K)

Consensus

f-23

C92T (A10V), C117T, C141T, T143C (A27V), G171A, C339G, T714A, A717G, G807A, T831C


image2.emf
Fimh clade  Strains adk fumC gyrB icd mdh purA recA ST ST complex ABD Type

K12 10 11 4 8 8 2 10 10 10 A

UPEC 36 24 9 13 17 11 25 73 73 B2

APEC 37 38 19 37 17 11 26 95 95 B2

LF9 6 4 12 1 20 12 7 88 23 A

LF15 6 4 12 1 20 12 7 88 23 A

LF25 21 35 27 6 5 5 4 69 69 D

LF26 10 11 4 8 8 8 2 10 10 A

LF28 10 11 4 8 8 8 2 10 10 A

LF49 10 11 4 8 8 8 2 10 10 A

LF50 6 4 4 1 9 8 2 1511 None B1

LF51 6 4 4 1 9 8 2 1511 None B1

LF54 6 4 4 1 9 8 2 1511 None B1

LF65 10 11 57 8 7 18 6 216 None B1

LF71 9 6 15 131 24 7 7 711 None B1

LF87 62 100 17 31 5 5 4 362 None D

LF89 6 4 12 1 20 12 7 88 23 A

LF110 20 45 41 43 5 32 2 117 None D

LF123 21 35 27 6 5 8 4 106 69 D

LF138 85 88 78 29 59 58 62 354 354 D

6011 10 11 4 8 8 8 2 10 10 A

6028 10 11 4 8 8 8 2 10 10 A

6029 10 11 4 8 8 8 2 10 10 A

6151 6 6 12 231 7 8 6 1847 None A

6281 6 29 33 16 11 7 2 1844 None B1

6356 92 4 87 96 70 58 2 648 None D

7003 21 35 27 6 5 5 4 69 69 D

7022 218 300 75 242 1 187 2 1952 None D

7035 37 38 19 37 17 11 26 95 95 B2

7051 13 43 9 36 30 44 25 144 None B2

7074 37 38 19 37 17 11 26 95 95 B2

7081 37 38 19 37 17 11 26 95 95 B2

7090 37 38 19 37 17 11 26 95 95 B2

7093 62 100 17 31 5 5 4 362 None D

7113 10 11 4 8 8 8 2 10 10 A

LF16 13 13 9 13 16 10 9 12 12 B2

LF31 36 24 9 13 17 11 25 73 73 B2

LF73 13 39 50 13 16 37 25 135 None B2

LF82 13 39 50 13 16 37 25 135 None B2

6076 53 40 47 13 36 28 29 131 None B2

6088 13 40 13 13 23 25 66 357 None B2

6170 36 24 9 13 17 11 25 73 73 B2

6254 13 40 19 13 36 28 30 538 538 B2

6259 230 299 255 256 68 69 76 1996 None D2

6283 53 40 47 13 36 28 29 131 none B2

7049 13 24 9 13 17 11 25 104 73 B2

7082 13 52 10 14 17 25 17 141 None B2

7103 88 103 19 36 23 44 26 372 None B2

7136 13 24 19 14 23 1 10 80 568 B2

STs (sequence type) in bold belong to the new sequence types observed in this study.

S70/N78

Consensus

MLST Allelic numbers


