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Figure S1. Sequence conservation within PhoD and PhoX families. (a) Pairwise sequence alignment of B. subtilis and R. tataouinensis PhoD family
proteins. (b) Multiple sequence alignment of P. fluorescens, S. meliloti and R. tataouinensis PhoX family proteins. The average (or consensus) secondary
structure is indicated above each position of the alignment (in black uppercase when completely conserved, grey lowercase otherwise): helices (G: 31
helix; H: a-helix), strands (B: residue in isolated B-bridge; E: extended strand) or loops (S: bend; T: hydrogen bonded turn; C: random coil). The level
of sequence conservation is represented below each position: 100% (asterisk), at least 75% (colon) or at least 50% (period) of identical amino acids.
Sequences were ordered according to their pairwise similarity. The conserved active site residues are highlighted; their positions are those identified in
the template 3D structures (Bsu PhoD: PDB chain 2yeqA; Pfl PhoX: PDB chain 4alfA). Sequence boundaries are given (corresponding PDB numbering
between parentheses). The Ig-like domain and the catalytic domain of the PhoD proteins are separated by a space character in the alignment. The sequence
of the PhoX protein of Sinorhizobium meliloti (Sme) corresponds to the Uniprot accession M4MZIO.



