Table S1. Phenotypic differences displayed by Biolog GEN III plates of E. coli strains used in the present study.
Only differences between the strains are shown.

E. coli Strains
Compound/Condition ?

ATCC 25920 OL5TLLy 0104:H4 (Ec 01) 0104:H4 (Ec02)  O104:H4 (Ec 03)

(2011C-3493) ® (2009EL-2050)° (2009EL-2071)>
Sucrose — + + + +
D-Raffinose — + + +
8% NaCl + — + + +
D-Sorbitol + — + i ¥
D-Aspartic Acid — — + + +
D-Serine + — — — —
Gelatin — — — _ +
L-Arginine — — — — +
D-Saccharic + — — — —
Naladixic Acid — — + + +
K Tellurite — + + 4 +
B-Hydroxy-DL-Butyric + — — — —
Propionic Acid — + + +
Na Bromate — + + — —

2 Symbols represent: +, positive; +, weak; —, negative.
® CDC designation for E. coli O104:H4 strains. Ec 01, EC 02, and Ec 03 are designations of the respective Ec strains in this study.

Table S2. Comparison of antibiotic susceptibilities between E. coli O104:H4 strains and E. coli O157:H7.

Antibiotic Ec O157:H7 Ec01 Ec 02 Ec 03
(2011C-3493) (2009EL-2050) (2009EL-2071)
Minimum inhibitory concentration (MIC), ug/ml

Trimethoprim 0.060 64.000 64.000 64.000
Co-Trimoxazole 0.500 64.000 64.000 64.000
Sulfamethoxazole 64.000 64.000 64.000 64.000
Azithromycin 4.000 1.000 0.125 0.125
Doxycycline 0.500 8.000 8.000 0.250
Tigecycline 0.060 0.060 0.060 0.060
Cefepime 0.030 64.000 0.030 0.250
Faropenem 0.125 0.125 0.125 0.030
Ertapenem 0.030 0.030 0.030 0.030
Piperacillin 1.000 64.000 64.000 32.000
Penicillin G 64.000 32.000 64.000 64.000
Amoxicillin 2.000 64.000 64.000 64.000
Ceftazidime 0.250 32.000 0.030 0.125
Imipenem 0.125 0.125 0.125 0.125
Cefazolin 2.000 64.000 2.000 4.000
Ampicillin 0.125 32.000 32.000 32.000
Aztreonam 0.250 32.000 0.125 0.250
Chloramphenicol 2.000 0.500 2.000 2.000
Arbekacin 8.000 2.000 1.000 4.000
Amikacin 2.000 0.250 0.500 1.000
Gentamicin 1.000 0.125 0.250 0.250
Netilmicin 1.000 0.250 0.060 0.125
Streptomycin 8.000 64.000 64.000 64.000
Ofloxacin 0.030 0.125 0.125 0.250
Sparfloxacin 0.030 0.030 0.030 0.030
Moxifloxacin 0.060 0.125 0.030 0.125
Gemifloxacin 0.060 0.030 0.030 0.030
Ciprofloxacin 0.015 0.030 0.125 0.125
Novobiocin 32.000 4.000 32.000 32.000
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Figure S1. Characteristics of E. coli strains used in the present study.



AggA

Ec0l1l
Ec02
Ec03

Ec0l
Ec02
Ec03

Ec01
Ec02
Ec03

Ec0l1l
Ec02
Ec03

Ec01
Ec02
Ec03

Ec0l
Ec02
Ec03

Ec0l
Ec02
Ec03

Major pilin
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MEKTLEKNMREK NLYITLGLVS LLSGGANAAS QQTTQTIRLT VINDCPEVTIT
MEKTLEKNMREK NLYITLGLVS LLSGGANAAS QQTTQTIRLT VINDCPEVTIT

MEKTLENMREK NLYITLGLVS LLSGGANAAS QQTTQTIRLT VINDCPEVTIT
&0 70 80 50 100
TTPPQTVGVS STTPIGEFSAK VITSDQCIKA GAKVWLWGTG PANKWVLQHA

TTPPQTVGVS STTPIGFSAK VITSDQCIKA GARKVWLWGTG PANKWVLQHA

TTPEQTVGVS STTPIGFSAK VITSDQCIKA GAKVWLWGTG PANKWVLQHA
110 120 130 140 150

KVARQKYTLN PSIDGGADFEV NQGTDAKIYK KLTSGNKFLN ASVSVNPKTQ
KVARQKYTLN PSIDGGADFV NQGTDAKIYK KLTSGNKFLN ASVSVNPKTQ
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Minor pilin
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MLKRSILPMS CGVLVMVMSG LLDAAEITLI SHKTLESQLR DGMKLATGRI
MLEKRSILFMS CGVLVMVMSG LLDAAEITLI SHKTLESQLR DGMKLATGEREI
MLERSILFMS CGVLVMVMSG LLDAAEITLI SHKTLESQLR DGMKLATGEI
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QSRIVSPGAF ATLTDLPFVTGN GGDLOVWVLE SDGTIQTFNWV
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QGNAT.GLGLS LGGFGSISLD TIYSRGQORG YSHNEIGKRTWR
QGNAT.GL.GLS LGGFGSISLD TIYSRGQOKG YSNEIGHRTWR
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EWGSVALNGG RDEYRDEVEQ DYIGASYSNS WKGITFAVNW SENNMNIGDYY
EWGSVALNGG RDEYRDEVKQ DYIGASYSNS WRGITFAVNW SENMNNIGDYY

EWGSVALNGG RDEYRDEVKQ DYIGASYSNS WRGITFAVNW SENMNNIGDYY
5a0 570 580 530 600

SNSLETENNL NLWMSIPMKER WLGGDDKGVT ATAQIQRITG QNTLYETGLMN
SNSLETENNL NLWMSIPMKE WLGGDDKGVT ATAQIQRITG QNTLYETGLMN

SNSLRTENNL NLWMSIFMKRE WLGGDDRGVT ATAQIQRITG QNTLYETGLN
610 620 630 640 650

GRAFGORLYW DIREQIVPGS KYDADTSLIN LEWSGGYGEL TGMYSYNRNT
GRAFGORLYW DIREQIVPGS KYDADTSLIN LERWSGGYGEL TGMYSYNRNT

GRAFGOEKLYW DIREQIVEGS KYDADTSLLIN LEWSGGYGEL TGMYSYNENT
&ED &70 &80 630 700

FOMNVGTSGS MATHSGGIAF GOQRTDDTMAT ITAAPGIAGAS WVGGWPGVSTD
BOMNVGTSGS MATHSGGIAF GOQRTDDTMAT ITAAPGIAGAS WVGGWPGVETD

BOMNVGTSGS MATHSGGIAF GOQRTDDTMAT. TAAPGIAGAS WVGGWPGVETD
710 720 730 740 750

FRGYTLVGHV SPYQENIITL DETTFFDNTE VSQTDRREVIF TRGALVQARF
FRGYTLVGHV SPYQENIITL DEFTTFPFDNTE VSQTDRREVIF TRGALVQARF

FRGYTLVGHV SPYQENIITL DEFTTFPFDNTE VSQTDRREVIF TRGALVQARF
Tal 770 T80 T30 |00

KETREVGNRALV TLTRKDGTLL FPFGTVVILEERE KTGEAFESAG VVDDKGEVYL
KTREVGHNRALV TLTRRKDGTLL PFGTVVILER KTGEAFESAG VVDDKRGEVYL

KTREVGHNRALV TLTRRKDGTLL PFGTVVILER KTGEAFESAG VVDDKRGEVYL
a10 820 830 B840 G842

SGLSEAGRTE AQWGTNSQCY ADYKLPLEKKG MSGIFLTRAV CM
SGLSEAGRTE AQWGTNSQCY ADYKLPLEKKG MSGIFLTRAV CM
SGLSEAGKRTE AQWGTHNSQCY ADYKRLPLKKG MSGIFLTRAV CM
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Figure S2. Comparison of the amino acid sequences of the AggA, AggB, AggC, and AggD
AAF/I proteins from E. coli O104:H4 2011C-3493, 2009E-2050, and 2009E-2071 strains.



