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Table S1. Oligonucleotides used in this study.
	Name
	Sequence 5‘-3‘
	Purpose

	HSP104 F2
	TAGGTGATGACGATAATGAGGACAGTATGGAAATTGATGATGACCTAGATCGGATCCCCGGGTTAATTAA
	tagging of HSP104 with pFA6a-GFP-natMX6

	HSP104 R1
	ATTACTGATTCTTGTTCGAAAGTTTTTAAAAATCACACTATATTAAATTAGAATTCGAGCTCGTTTAAAC
	tagging of HSP104 with pFA6a-GFP-natMX6

	HSP104fw
	TATGGGTGCACGTCCACTG
	identification of tagged HSP104

	HSP104rv
	TTGCTCGGGTGTCAAGTTC
	identification of tagged HSP104

	ELP3fw
	CGATAAGACAGTGAGAGAAGG
	detection of elp3 mutation

	SpHIS5rv
	GTCCAAAGCGATGGCAACGC
	detection of elp3 mutation

	SUA5fw
	CGCCAACAAGGCTATTTCG
	detection of sua5 deletion

	SUA55rv
	GGACGCCCAACCCTATTGAG
	detection of sua5 deletion

	TEF1FW
	AAAGAGACCGCCTCGTTTC

	marker swap

	TEF1RV

	TTGGACTGTCGCCTGTTAAG

	marker swap

	SUA5_Int_F
	GCAGCGCTAGTTGAAGCGGC
	detection of sua5 deletion in single mutant

	SUA5_Int_R
	ACCTTGCACGCTCCGCCATC
	detection of sua5 deletion in single mutant

	GON7_inside-5'
	CGCGATGACCCTCGATACAT
	detection of gon7 deletion in single mutant

	GON7_inside-3'
	AACAGCATCTTCGTCACCGT
	detection of gon7 deletion in single mutant

	pJMB21 ext F
	AAGGGCAGCATAATTTAGGAGTTTAGTG

	confirmation of HA-GFP or HA-SWI1-GFP fusions in pJMB21 and pJMB21::SWI1

	GFP int R
	GTCTTGTAGTTCCCGTCATC
	confirmation of HA-GFP or HA-SWI1-GFP fusions in pJMB21 and pJMB21::SWI1

	SWI int F
	CAATGTTTGCCGCTTTGCAG
	confirmation of HA-GFP or HA-SWI1-GFP fusions in pJMB21 and pJMB21::SWI1



Table S2. Proteomics data for wild-type and sua5 mutant strains (separate file)
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Figure S1: Map of pJMB21.
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Figure S2: Hsp104-GFP signals in sua5 and elp3 mutant backgrounds carrying a genomic HSP104-GFP fusion. Phase contrast images are shown with the GFP fluorescence signal (Hsp104) to the right. Mutant backgrounds are indicated in each phase contrast image.
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Figure S3: Quantification of aggregation in wild-type (WT), sua5, and sua5 elp3 strains by labeling proteins with [35S]-methionine and [35S]-cysteine. Newly translated proteins were labeled with [35S] by growth of the cells in medium containing [35S]-methionine and [35S]-cysteine, with different growth rates of the strains accommodated by growing cultures to the same optical density. [35S]-labeled proteins in soluble and insoluble fractions were isolated and quantified as described in Methods. (A) Progressively diminishing [35S] in soluble and insoluble proteins in all fractions in the order WT > sua5 > sua5 elp3. (B) Total protein concentration in the soluble fractions were quantified and found to be the same for the three strains. (C) SDS-PAGE gels were prepared with samples normalized for either protein concentration (left column) or [35S] content (right column) and the gels were subjected to silver staining (upper row) and phosphorimager analysis (lower row).
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Figure S4: Gene Ontology enrichment analysis of proteomics datasets. Proteins in total cell extracts (Whole Proteome), soluble fraction, and insoluble fraction from the sua5 mutant were analyzed for Gene Ontology category enrichment in the three major categories of (A) biological process, (B) molecular function, and (C) cellular component (1). 
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Figure S5: Quantification of the physicochemical properties of significantly up- and down-regulated proteins in the soluble and insoluble fractions from WT and sau5 strains.  Significantly altered proteins in the soluble and insoluble fractions from the sua5 mutant (+30% fold-change relative to WT values, p<0.05) were analyzed for isoelectric point (pI), codon adaptation index (CAI), protein size (Da), protein half-life, hydrophobicity (GRAVY score), and abundance relative to the whole proteome, using published data for each protein (2). Of note, the limited number of significantly differentially expressed proteins in the insoluble fraction constrains the statistical confidence of group-averaged physicochemical analyses of this group. Categories 1-5 denoted along the X-axes of each plot are defined in the key at the top of the figure. The number of proteins for which data are available for each property are denoted by “N” values in each plot.
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Figure S6: AGA and AGG dicodon analysis in all and select yeast genes.   There are six arginine codons (CGU, CGC, CGA, CGG, AGA and AGG) with the AGN variants linked to decoding by Sua5 catalyzed marks in tRNA.   (A)  The number of AGN dicodons in each gene for all yeast genes, with this analysis including yeast genes that use CGU, CGC, CGA and CGG arginine codons.  The number of any of the four possible AGN dicodons was determined for each yeast gene and the number of genes with 0 to 14 AGN dicodons (inset box) is plotted on the X-axis, with the length of the bar indicating total number of genes.  (B)  The number of AGN dicodons in each yeast gene that only uses AGA or AGG arginine codons, with this list excluding genes that use CGU, CGC, CGA and CGG codons for arginine.    The number of AGN dicodons was determined for each yeast gene and the number of genes with 0 to 4 of the possible AGN dicodons is plotted on the X-axis, with the length of the bar indicating total number of genes.
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