
S5 Table . Sequence comparison of the B region of Bap between different staphylococcal species.
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Theoretical pI corresponds to the estimated isoelectric point calculated using Compute pI/Mw tool of ExPaSy server.   
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EF- hand motifs corresponds to the predicted EF-hand-like calcium binding domains calculated using PROSCAN 
(PROSITE database). Residues that do not conform the EF- hand loop consensus sequence are in lowercase letters.


