
Comparative Evaluation of Plasma Proteomics Platforms: 
Olink® Explore 3072, Mass Spectrometry, and SomaScan™ 

Key Findings: 

Complementary proteome coverage: 

A total of 4,362 proteins were detected across both 		
technologies in 88 plasma samples—2,578 with mass 	
spectrometry and 2,913 with Olink, with 1,129 overlapping. 
This highlights that, despite some overlap, each 		
method accesses distinct portions of the plasma proteome.             
Reflecting this complementarity, Olink Explore 3072 and MS 
identified many of the same differentially abundant proteins 
between groups, while also detecting unique ones.

Quantitative agreement:

Among overlapping proteins with no missing values or QC 
issues, 81% showed moderate to high correlation between 
platforms. Weaker correlations were often linked to technical 
factors such as missing data, lower protein concentrations, or 
higher technical variability in both methods.

A new publication shows that Olink Explore 3072 and in-depth mass spectrometry (MS) provide 		
complementary proteome coverage with good correlation for overlapping proteins. Notably, Olink aligned 
more closely with MS —the proteomics gold standard—than with SomaScan. In cases where Olink and 		
SomaScan diverged, Olink still showed agreement with MS, supporting the accuracy of its measurements.
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Higher coverage of low-abundance proteins: 

Olink Explore 3072 provided greater coverage of low 	
abundance proteins, while MS captured more 		
mid-to-high-abundance proteins. MS was enriched for 
core plasma processes such as hemostasis, coagulation, 	
complement activation, and metabolism, whereas Olink was 
enriched for low-abundance signaling pathways, particularly 
cytokines. Together, they enable broader plasma proteome 
coverage by detecting a wide concentration range and 	
distinct biological processes.
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Plasma proteome coverage by estimated protein concentration. Each bar shows 
the proportion of proteins in the reference plasma proteome, within a specific 
concentration interval, that were detected with either MS only, Olink only, both 
methods, or neither method (“Not detected”). Reproduced from Sissala, N., 
Babačić, H., Leo, I. R., et al. (2025)

Protein correlation between Olink Explore 3072 and 
MS were stronger than previously reported between 
Olink and SomaScan. Proteins with low 			 
Olink-SomaScan correlation often showed high 	
agreement with MS, suggesting that Olink Explore is 
more closely aligned with this proteomics gold 	
standard.
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