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A novel regulation mechanism of cellular functions by intramembrane proteolysis
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The Escherichia coli o E extracytoplasmic stress response monitors and responds
to folding stress in the cell envelope. A protease cascade directed at RseA, a membrane-spanning anti-o
that inhibits o E activity, controls this critical signal-transduction system. Stress cues activate DegS
to cleave RseA; a second cleavage by RseP releases RseA from the membrane, enabling its rapid
degradation.

We also analyzed the three-dimensional structure of the two tandemly arranged PDZ domains (PDZ tandem)
present in the periplasmic region of RseP. Our results suggest that the PDZ tandem serves as a
size-exclusion filter to accommodate the truncated form of RseA into the active center.
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