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Structural analysis of proteasome and P131, a regulator of the activity and the
molecular assembly of proteasome.
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P131 plays regulatory roles of proteasome subunit assembly and substrate
degradation activity. To elucidate the details of proteasomal regulation by PI131, we carried out studies
on expression and purification of PI31, and structural analysis of 20S CP a 7A N mutant, which complement
P131 defection. Based on the revealed structure we looked at working mechanism of PI31. In the 20S CP
o 7A N, N-terminal peptide differs from it in wild type structure. This difference is thought to change
the a 1 orientation and affect its proteasome function.
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