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Figure S1: Enriched GO terms in mitochondrial fraction- (left) and total lysate- (right) derived 
samples, related to Figure 2A. 
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Figure S2: The number of identified MT-proteins (left) and thier iBAQ intensities (right) obtained 
under 8 different conditions, related to Figure 2D. 
The bars show the average number of identified proteins or their log10 iBAQ intensities from two 

independent experiments (filled-circle). 
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Figure S3: A workflow for the analysis of the pSILAC data related to Figures 3 and 4. 
Two independent pSILAC experiments (forward and reverse label-swap) were performed; of the 4,193 

proteins identified under at least one condition, 3,501 proteins quantified under all conditions were used 

for the following analysis. To correct the mixing ratio of H and M samples, variance stabilization normali-

zation (Huber et al. 2002) was performed. Finally, mean log2FC and t-test were used to obtain a volcano 

plot (Figure 3B)
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Figure S4: Manual inspection of MS spectra of an MT-ND6-derived peptide, related to Figure 3B.
The expected translational inhibition of MT-ND6 was observed in the left panel (M: CAP, H: control), 

in contrast to the output result where translation of MT-ND6 was not apprently inhibited  (see Figure 3B). 

The right panel (M: control, H: CAP) indicates that the H- and M-isotope clusters of the MT-ND6 peptides 

overlapped with the adjacent high-intensity peaks. This may explain why accurate quantification of H/M 

ratio of the peptide was hampered.
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Figure S5: Validation of the pulse-chase experiments, related to Figure 5. 
Effects of CAP on protein synthesis and degradation of nuclear-encoded subunits. A boxplot showing 

the degree of inhibition of protein synthesis of newly made M forms between CAP and DMSO treatments 

(left panel). A box plot showing the degree to which newly made H forms are degraded by CAP (right 

panel). “Unchanged” and “CAP-sensitive” represent nuclear-encoded subunits whose protein synthesis 

was unchanged and inhibited by CAP, respectively (see Figure 4). P-value was computed using the one-

sided Wilcoxon rank-sum test.
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