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FIG S1 In-silico analysis of the ORFs encoding the putative AraC-like regulatory
proteins, z/789, z2104, and z0321. A. Protein alignment of Z1789, Z2104 and Z0321
to RegA from C. rodentium and ToxT from V. cholerae. Alignment of primary
sequences was performed by using the ClustalW2 multiple sequence alignment tool
provided by the EMBL-EBI website (http://www.ebi.ac.uk/Tools/msa/clustalw2/). The
amino acids in the putative helix-turn-helix (HTH) DNA-binding regions are
underlined. Identical amino acid residues are indicated by asterisks, conserved
residues are indicated by a colons, and semi-conserved residues are indicated by
periods. B. Schematic representation of the EHEC EDL933 chromosome showing the
Acid Fitness Island (AFI) (1) located on the chromosomal backbone, and the prophage
islands (black boxes) (3). The locations of the ORFs, z/789, 22104, z0321, stx genes
and LEE (2) within specific prophage islands are shown.
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TABLE S1 Primers used in this study

Primer Sequence 5' - 3'

espA-Fw CGGCACAAAAGATGGCTAATC
espA-Rv ACCAGCGCTTAAATCACCAC
hdeA-Bglll-rv AGATCTATCTTCACAGGTCCAGGAG

hdeA-EMSA2-fw
hdeA-EMSA2-rv
hdeA-EMSAc-fw
hdeA-EMSAc-rv
hdeA-Fw
hdeA-lacZ1-fw
hdeA-lacZ2-fw
hdeA-lacZ3-fw
hdeA-Pstl-fw
hdeA-Rv
ICCrrsB-FRT
ICCrrsB-RRT
pKDA4.F
pKD4.R
pKD4seq.F
pKD4seq.R
slp-qPCR-fw
slp-qPCR-rv

Stx1.F

GCATCTCCAGATCAAACTT

GTAATATCCTCAACTATAA

GACCTGTGAAGATTTCCTG

GTCCCATTCGCCTTTAACT

TGCAGTTGGTTTTGCTGAAG

CTGCAGTTCCATCAACATGACATATAC

CTGCAGAGTCGATTTAATAAAAATTTCC

CTGCAGGCATCTCCAGATCAAACTT

CTGCAGTAATACCGGCCAGAAATTATG

TTGTCCCATTCGCCTTTAAC

CAGAGATGCGGTTGTGCCTTCGG

CCGCTGGCAACAAAGGATAAGG

TGTGTAGGCTGGAGCTGCTTC

CATATGAATATCCTCCTTAG

TGACGAGTTCTTCTGAGCGGGAC

TCTAGCTATCGCCATGTAAGCC

TTGCAGCATGTAGTTCAATTCC

TAACGTTGATAACCTTCCCACC

GTATTGCAGGATGACCCTGTAACG



Table S1 (cont.)

Stx1.R

Stx1CK.F

Stx1CK.R

Stx1seq.F
Stx1seq.R
Stx2.F
Stx2.R

Stx2CK.F

Stx2CK.R

Stx2seq.F
Stx2seq.R
Z0321.F
Z0321.R

Z0321CK.F

Z0321CK.R

Z0321Fw-HindIII

70321 MBPFw-BamHI

GCATCAGCAAGGTCTGACGG

CTAAGGAGGATATTCATATGGTGTCGTTGACTTAGA

ATAGCTCAGTG

GAAGCAGCTCCAGCCTACACATTCAGCGAATCTACA

TACGTCTTTGC

GGTGCGACCACAATTAATAAC

CGCCTGAATAAGTGCTGCG

TAGCTCAGTGGTGAGAGCGAGC

AATGCCATGAATCCTCCCGG

CTAAGGAGGATATTCATATGGTGAATGACTGAGGCA

TAACCTGATTCG

GAAGCAGCTCCAGCCTACACACGAAGAGACATAACT

TTGTTGGGTCG

CAGACGGTCAGGGAAGTTCAG

CGAAATCAGCGCACTACCATAAG

CTACAAAGCTGCCGCAAAGTTGG

CGACAGTGCAGGATGTCATGTTAGG

CTAAGGAGGATATTCATATGATTCTTACTCACCAGG

GAATCTGATCATTG

GAAGCAGCTCCAGCCTACACATGCCATATCATCCCC

CCAATTTAACTG

AAGCTTCAATCGTAGAATATTCTTGAAG

GGATCCATGGCAACTACATGTTCAGTT



Table S1 (cont.)

Z0321MBPRv-HindIII
Z0321Rv-BamHI
Z0321Rv2-BamHI
70321seq.F
70321seq.R

Z1789.F

Z1789.R

Z1789CK.F

Z1789CK.R

Z1789Fw-HindIII
Z1789Rv-BamHI
Z1789seq.F
Z1789seq.R
72104-FW
72104-RV
Z2104Fw-HindIII
Z2104Rv-BamHI
72104seq.F

Z2104seq.R

AAGCTTTCAGATTCCCTGGTGAGTAAG

GGATCCGCTGAACATGTAGTTGCCATAT

GGATCCTTGCATAATCTTGCAGTGGC

CTTATCTCCCGACTTCCCGTCTTGC

CACGACTTCTCCAGCATGCATACC

GTAGCGCAGTGCGTTAAATGTGCTGG

GGTGAATTCAGTACCAGCACCTGAATC

CTAAGGAGGATATTCATATGTATGGCTTCCCGCCAG

ACAGATATG

GAAGCAGCTCCAGCCTACACAGCAAACCATGATAAC

TGAACAGACAAC

AAGCTTTAAAAAATCAGGTATGCTGTTAA

GGATCCGCTGAACAGACAACAACCATTA

GGTTATTTCGCCGCATAGCTTGAC

GAGAGTGGCGCTATGTGCCATTG

CTTCGCAAAGCTGTACCGC

GTTAATCACCACCTGTGCCAGATC

AAGCTTCTTCGCAAAGCTGTACCGC

GGATCCGCTGAACAGACAACAGCCATTATAAT

GTACAAACCAATGGTTATGGCT

TAAACGCGTACAGCGCAGG




TABLE S2 Description and BLASTp analysis of Z0321, Z1789 and Z2104 proteins

Length of Molecular
ORF* Comparison % Similarity
protein (aab) weight (kDa)

70321 —-71789 58%
z0321 247 28.18

70321 —-72104 59%
z1789 237 26.83

71789 — 72104 94%
z2104 237 26.53

“ORF, open reading frame

b . .
aa, amino acid



