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Figure S1.  MIPS functional categorization of aggregated proteins identified in the wild-type, hacl, and hrd1 mutant strains. Significantly enriched
functional categories within the data sets were determined using FunCat (false discovery rate < 5%). Results are ordered on MIPS category classification
numbers, and overarching categories are in capitals. Confidence of each classification category is shown as Bonferroni-corrected p-values.
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Figure S2. MIPS functional categorization of aggregated proteins identified in the common, hacl-only, and hrd1-only sets. Significantly enriched func-
tional categories within the data sets were determined using FunCat (false discovery rate <5%). Results are ordered on MIPS category classification num-
bers, and overarching categories are in capital letters. Confidence of each classification category is shown as Bonferroni-corrected p-values.
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Figure S3.  Analysis of chaperone interactions and concentrations in UPR mutants. (A) The proportion of proteins in each aggregate set that interact with
specific chaperones is shown. Chaperone-protein interaction data were retrieved from Gong et al. (2009), and the number of chaperones interactions per
protein was scored. The distributions for each dataset was calculated, and no enrichment is found for proteins with extensive chaperone interactions in the
aggregated proteins (common set, hrdT-only, and hacl-only) compared with unaggregated proteins in the MS proteome. (B) Western blot analysis of the
hacl mutant containing galactose-regulatable expression plasmids for Ssal, Ydj1, Sis1, Hsp104, Ssel, or Ssb1. Vector denotes an empty vector control,
which was pRS413 (Ssal, Ydj1, Sis1, Hsp104, and Ssel) or pRS415 (Ssb1). Cultures were initially grown in SRaf media to exponential phase before
switching to SGal media for a further 24 h to induce GAL1 expression. Blots were probed with specific antibodies as indicated. We could not examine
Ssb1 because of the lack of an available antibody.
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