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i) A mutant yeast strain that defects protein degradation system (i.e. ubiquitin I
igase) survives when a destabilizing protein is accumulated inside the cell. At that time, the cell overex
presses Obrl protein to overcome the stressed condition. ii) Kinetic analysis of L/F-transferase with N-en
d-rule substrate peptides posessing different N-terminal penultimate residues is systematically performed.
This analysis suggests that the side chain of the residue affects substrate-binding afffinitg towards the
transferase. It gives biological insight into the effect of the penultimate amino acid on substrate speci
ficity of natural proteins to be degraded via the N-end rule pathway.
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