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Supporting Figures

Fig. S1 The molecular types of the 500-serum proteins corresponding to the SIL 
peptides panel.

Fig. S2 Estimated concentration distribution of 113 proteins in all samples(A). The 
distribution of average L/H ratio in each group (B) and average L/H ratio of 
representative protein in each group(C).



Fig.S3 Venn diagram displaying the DEPs summary statistics(A). Top 10 terms of 
enriched biological processes of DEPs in AS (B) and cancer (C). Cancer refers to LC 
and BC in our study. DEPs, differentially expressed proteins.


