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Serum proteomic profiling in patients with advanced Schistosoma japonicum-induced hepatic fibrosis
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Supplementary Figures:
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Figure S1. Overall technical route of this project.
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Figure S2. The qualities of the proteome dataset. (a) Quantitative heatmap of DIA. (b) The scores of Principle Component Ananlysis (PCA). (c) Chart of iRT elution time. (d) Column peak capacity statistics. (e) Protein scores of FDR. (f) The scatterplot of QC.
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Figure S3. Distribution analysis of differentially expressed proteins. (a) The protein ratio distribution between the healthy control individual and SHF-F2 patient serum samples. (b) The protein ratio distribution between SHF-F4 and SHF-F2 patient serum samples.
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