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	Absence of a PLD is not due to truncation of mis-annotated proteins at the N terminus, since N terminal sequences align well across almost all of the Clostridium species. There is dark blue shading for residues that agree with the consensus residue (most common residue) for each column, and light blue for residues that have a positive BLOSUM62 score relative to consensus (13) (drawn with Jalview (14)). The identifiers of proteins are prefixed with a ‘P’ if they contain a prion-like domain, and with ‘N’ if not.
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