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Supplementary Figure 1. Extracted precursor ion chromatograms and fragmentation patterns of 

candidates from cytoplasmic ribosomal protein fraction. For each candidate peptide, in each 

replicate, of the cytoplasmic ribosomal protein fraction, extracted precursor ion chromatograms 

for the light (top) and heavy (bottom) peptide are displayed first. The zero, +1 and +2 isotopes 

are shown in blue, magenta, and red, respectively. The methylated residue is highlighted in blue 

in the peptide sequence. Fragmentation patterns of the corresponding peptide follow.  The 

methylated residue is highlighted in yellow in the peptide sequence. 
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Supplementary Figure 2. Extracted precursor ion chromatograms and fragmentation patterns of 

candidates from mitochondrial ribosomal protein fraction. For each candidate peptide, in each 

replicate, of the mitochondrial ribosomal protein fraction, extracted precursor ion chromatograms 

for the light (top) and heavy (bottom) peptide are displayed first. The zero, +1 and +2 isotopes 

are shown in blue, magenta, and red, respectively. The methylated residue is highlighted in blue 

in the peptide sequence. Fragmentation patterns of the corresponding peptide follow.  The 

methylated residue is highlighted in yellow in the peptide sequence. 

 

Supplementary Figure 3. Extracted precursor ion chromatograms and fragmentation patterns of 

candidates from mitochondrial fraction.	  For each candidate peptide, in each replicate, of the 

cytoplasmic ribosomal protein fraction, extracted precursor ion chromatograms for the light (top) 

and heavy (bottom) peptide are displayed first. The zero, +1 and +2 isotopes are shown in blue, 

magenta, and red, respectively. The methylated residue is highlighted in blue in the peptide 

sequence. Fragmentation patterns of the corresponding peptide follow.  The methylated residue 

is highlighted in yellow in the peptide sequence. 

 

Supplementary Figure 4. Structural models of newly identified methylation sites. Structural 

models of methylated protein candidates made using Protein Homology/analogy Recognition 

Engine V 2.0 (Phyre2) and visualized in PyMol. The methylated residue reported in Tables 1, 2, 

and 3 is highlighted in orange.  

	  


