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Supplementary Fig. S1. Heat map of correlations within the global and targeted proteomics datasets.
Correlation Analysis of log2-normalized, quantitative and global LC-MS data, including fiber curliness
and fiber alignment metrics from ct-FIRE/CurveAlign analysis.
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Supplementary Fig. S2. Individual Kaplan-Meier plots of in silico distant metastasis-free survival (DMFS) for significantly decreased and increased
ECM proteins. The K-M Plotter database was used to evaluate the impact on metastasis of each protein that was significantly changed between normal
and IDC tissues 38. The increased abundance proteins, (a) collagen XlI, (b) fibronectin, (¢) thrombospondin-2, and (d) tenascin-C, that individually
correlate with, or strongly trend towards, a significant impact on metastatic outcome when highly expressed in patients. Sample size is reported under
each graph, along with the hazard ratio (HR) within the graph.




