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Figure S1. STRING PPI networks for proteins extracted by 60% TSM (left) and 5% PCA 
(right). Node size represents node degree (number of interaction partners), and the mean node 
degree is reported for each network (TSM: 12.42; PCA: 4.83).

Figure S2. Proteome coverage and quantitative reproducibility of the neat plasma and 
orthogonal extraction workflows in three individual healthy donors. (A) Total numbers of 
proteins identified by the neat plasma workflow using neat plasma and the orthogonal 
extraction workflow across the three donor samples; (B) Distribution of protein-level 
coefficients of variation (CVs) for proteins quantified in the neat plasma workflow across three 
donors; (C) Distribution of protein-level CVs for proteins quantified in the orthogonal 
extraction workflow across three donors.


