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Figure S1. Log2(in/i126) distribution of matched raw spectral data according to DF in 

(a) commercial EDTA-plasma, (b) commercial heparin-plasma, and (c) commercial 

serum samples. In (d), normalized distributions of matched raw spectral data (DF = 4) 

were compared between commercial samples and AIBL samples.    
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Table S1. Descriptive statistics of datasets: commercial EDTA-plasma with different 

DFs, commercial heparin-plasma with different DFs, commercial serum with different 

DFs, AIBL EDTA-plasma and AIBL heparin-plasma. 

 



 

Figure S2. CV values per protein across sample types in the (a) interday dataset, (b) 

intraday dataset, and (c) AIBL dataset. 
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Table S2. Median CVs of protein abundance in interday and intraday repeatability 

study.  

 
 EDTA-plasma  Heparin-plasma Serum 

Interday CV 14.1% 9.5% 13.4% 

Intraday CV 16.0% 7.3% 11.0% 

 

  



 

Figure S3. (a) Proteome coverage obtained in AIBL EDTA-plasma and heparin-plasma 

samples. (b) Reproducibility of IDs among 20 individuals. Proteins which were 

identified in more than 16 individuals were considered as consistent IDs. (c) Proteome 

coverage overlap between the consistent IDs in EDTA-plasma and heparin-plasma. 

  



 

Figure S4. Scatter plot of the protein fold-change ratios measured in EDTA-plasma and 

heparin-plasma samples from AIBL. Each color represents an individual (i.e., n = 20), 

and each point represents given protein measured in the different sample types (i.e., 

EDTA-plasma versus heparin-plasma). 


