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Supplementary Figure S1. MALDI-TOF spectra of the pneumococcal RelB and RelE proteins
with the two peaks obtained for each one of the proteins (molecular mass indicated on top of the
peaks). RelB purified mainly as lacking the first Met residue, probably processed by the E. coli
strain used for its overexpression. RelE lacked the first three amino acid residues (Met-Asp-Asp)
most likely as the result of internal initiation at the fourth codon (TTG, translated as Met). Below
the nucleotide sequence at the initiation of translation region of toxin RelE is shown with the ATG
initiation codon (red) predicted to be the first one translated and the determined N-terminal
sequence of RelE.



