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Protein folding study by real-time folding—unfolding proteolysis
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WFZERCE OB (F530) : In this work, we examined the slow unfolding pathway of Tk-RNase
H2 by pulse proteolysis using a super-stable protease. Through these experiments, we
found that Tk-RNase H2 includes two different forms with N-state and N’-state in the
native state. The N-state has the large hydrophobic surface in the C-terminal region. In the
early stage of unfolding, the N-state changes to an intermediate state (A-state) which is
digested by protease at the C-terminal region. In contrast, the N’-state is a protease
resistant form. In the slow unfolding pathway, the A-state shifts to the N’-state which

gradually unfolds.
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