
 

 

Supplemental Figure S1. Data normalization and goodness of fit. Distribution of protein abundances 

before and after variance-stabilized normalization (A, C), and evaluation of goodness of fit (B, D) for both 

organelle-enriched (top row A, B) and cytosolic-enriched samples (bottom row C, D). The horizontal red 

line in B and D indicate a successful variance stabilized normalization. 

 

 

 

  



 

Supplemental Figure S2. Missingness caused by low abundance proteins in organelle-enriched samples. 

Missingness in proteomics data is often caused by proteins below the limit of detection. (A, C) The 

distribution of protein intensities with missing values (blue lines, “True”) and without missing values 

(red lines, “False”). Distribution of protein intensities pre- and post-missing value imputation (B and D, 

respectively). 

 

 

 

  



 

 

Supplemental Figure S3. Missingness caused by low abundance proteins in cytosolic-enriched samples. 

Missingness in proteomics data is often caused by proteins below the limit of detection. (A, C) The 

distribution of protein intensities with missing values (blue lines, “True”) and without missing values 

(red lines, “False”). Distribution of protein intensities pre- and post-missing value imputation (B and D, 

respectively). 
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