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Two-component signal transduction system: A responsive system for external stimuli in bacteria
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Two-component signal transduction system, a responsive system for external stimuli in bacteria, is reviewed.
The system combines a signal recognition, signal transduction.’ and gene activation in a two-protein system. The
sensing protein is the primary signal transduction protein that interacts directly with an external ligand stimulus.
Binding of the ligand induces an autophosphorylation reaction in which the y-phosphate of ATP is transferred to the
sensing protein. The signal information exists as a phosphoryl moiety poised to be transferred to a response regulator

making a transcriptional activation of specific genes or operons that response to changing environmental conditions.
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