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SUPPLEMENTARY FIGURES  

 

FIGURE S1. The peptide sequence 
coverage for identified amyloid-forming 
proteins. Regions of the protein sequence 
that match identified peptides by tandem 
mass spectrometry are highlighted in gray.  
A, B, the peptide sequence coverages for S. 
cerevisiae Sup35 and Rnq1 prion proteins in 
a representative tryptically-digested protein 
sample prepared from strain 74D-694 
[PSI+][RNQ+]. P.D. indicates their 
respective low-complexity prion domains. 
For the Rnq1 sequence, all possible tryptic 
cleavage sites are marked with arrows. C, 
the sequence coverage of HttQ74-GFP 
recovered from PC12 cells. D, sequence 
coverage of ubiquitin (recovered together 
with HttQ74-GFP from PC12 cells). 

 

FIGURE S2. Mass Spectra for peptides of 
S. cerevisiae Sup35 and Rnq1 prion 
proteins in representative tryptically-
digested protein samples prepared from 
strain 74D-694 [PSI+][RNQ+]. MSE has 
been applied after 1D reverse phase (RP) 
liquid chromatography (LC) of the peptide 
mixture. A, MS spectrum of the precursor 
ions that matched to the identified Sup35 
prion protein. RT - retention time for each 
precursor during RPLC; relative peptide 

intensity is shown on the vertical (ordinate) 
axis. Standard peptides that matched Sup35 
are shown in blue; peptides containing a 
miscleavage site are shown in red. Grey and 
magenta codify peptides of other proteins in 
the sample. B, MS-MS spectrum assigned to 
the peptide sequence of Sup35 
(R)HINAPFMLPIAAK(M) with MH+(Da) 
1422.7946. C, MS spectrum of the precursor 
ions that matched to the identified Rnq1 
prion protein are shown in blue. Grey and 
magenta codify peptides of other proteins in 
the sample. D, MS-MS assigned to the 
peptide sequence of Rnq1 
(K)LISEAESHFSQGNHAEAVAK(L) with 
MH+(Da) 2125.0317. 

 

FIGURE S3. Gene ontology analysis of the 
identified proteins. A histogram indicating 
the biological processes that are assigned to 
the 15 yeast proteins identified in the SDS-
resistant fractions in comparison with the 
whole yeast proteome. The analysis has 
been done utilizing the Panther database and 
tools (http://www.pantherdb.org). The 
analyzed group is significantly enriched in 
proteins involved in cell communication, 
cell cycle, system process, developmental 
process and homeostatic process (indicated 
by *) 
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Figure S1 
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Figure S2 
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