Figure S1: Visual representation of protein domains and structure of all ECM molecules. Information on protein domains was obtained from the
UniProt knowledgebase (https://www.uniprot.org/). Locations of patient mutations found in the MMRF (black) and our dataset (orange) are

marked with stars. Mutations within the same protein detected in the same patient are marked with grey stars. Images were created using
PowerPoint.
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Figure S2: Kaplan Meier plots for the comparison of overall and progression-free survival
of MMREF patients with a gene expression (GE) higher or lower than the mean/median
expression measured across all samples. Statistical correlations were performed using the
Log Rank test. P values were adjusted for multiple hypothesis testing using
Benjamini-Hochberg correction in R. n=800. Graphs were created using GraphPad Prism 9.
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