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One of the mechanisms of bacterial cell response to the stress is the metabolism reconstitution by proteins activation 
and inactivation. Damaged and non-required proteins are removed by the proteolysis. In Bacilli, this role belongs to 
ATP-dependent proteases LonA, FtsH, as well as the ClpP family proteases. The amino acid sequence recognized by 
ClpP protease and following protein protolysis remains unknown. Here we tried to identify the putative ClpP 
recognition site using the experimental data reported previously. By the multiple alignment approach we identified the 
putative ClpP recognition site. 
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