Supplementary Methods
For WES, variants retained after the filtering steps described above were used for Jaccard similarity analysis using the Jaccard R package (v0.1.2). Similarity between paired samples was assessed based on the HUGO gene symbols extracted from the MAF files. Two analyses were performed, using all mutated genes identified in the MAF file, and restricting the analysis to mutated genes included in the DLBClass classification.

For TCR repertoire architecture characterization, four measures were used. Overall repertoire diversity was measured by Shannon entropy, an index of diversity calculated from the frequency distribution of all clonotypes in a sample, with higher values indicating a more polyclonal repertoire and lower values indicating a more restricted and clonally dominated repertoire. Clonotype frequency, defined as the proportion of total reads or cells represented by a given clonotype, was used to identify individual dominant or expanded clones within a given sample. Clonotype size distribution described the proportion of clonotypes falling into defined size bins. Lastly, clonal space homeostasis, defined as the proportion of total repertoire space occupied by clonotypes grouped into relative abundance categories (rare, small, medium, large and hyperexpanded), was used to quantify the extent to which the repertoire was occupied by expanded clones versus rare clones, independent of absolute clonotype counts.
