Supplementary Data n°2: Summary of the other putative Proteasome Interacting
Proteins (P1Ps) identified (not listed in Tables | and I1)
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Proteins listed in the table were purified as described in the experimental section, separated by
SDS-PAGE and identified by nanoLC-ESI-LTQ-Orbitrap, MS/MS analysis and database
searching. Non specific interactions could be eliminated by performing a differential analysis
with proteins purified with the OX8 antibody and similarly identified.

Criteria for acceptation of proteins identification are described in the experimental part.




: identified only in the non-treated sample

b+ identified only in the formaldehyde-treated sample

o

: proteins identified in one experiment only

o

: reported human PIPs (identical protein or protein from the same family)

: reported PIPs only in other species
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