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SUPPLEMENTAL FIG 1 (A) Schematic organization of the EAEC scil T6SS gene cluster (EC042 4524 to
EC042 4545). Genes encoding T6SS core components are indicated in grey. Accessory genes or of unknown
function are represented in white. (B) Intergenic regions of the genes of the scil gene cluster. Stop codons are
indicated in capital letters whereas the start codons of the next genes are indicated in bold letters. The number
of nucleotides (N) between stop and start codons is indicated. When the start codon locates within the
preceding gene, the position of the start codon relative to the stop codon is indicated in green.
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SUPPLEMENTAL FIG 2 Schematic representation of the P,;;, promoter region. The positions of the Fur
box (Fur-32) and of the GATC sites are indicated (GATC'#°, distal GATC at position 149 and GATC-32). The
two GATC sites are targets of the Sau3Al, Mbol and Dpnl enzymes, whereas the GATC-32 motif is part of a
palindrome sequence recognized by Bcll. Methylation-sensitive (Mbol and Bcll), -insensitive (Sau3Al) or -
dependent (Dpnl) restriction enzymes are underlined, in plain letters or in italics respectively. The size of the
digestion products obtained for each enzyme (if accessible for digest) is indicated.



