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Figure S7. Mutation frequency of the S1P2 5’ sequences in DLBCL, as compared to previously identified targets of
physiologic and aberrant SHM. A) Mutation frequency of the indicated genes in DLBCL (N=35, including 20 cell lines and 15
primary biopsies from Table S3). The region analyzed in each gene corresponds to ~1.3Kb from the respective transcription
initiation site and was amplified from genomic DNA as described in the Methods. Frequencies were calculated considering 2
alleles/case in all 35 samples analyzed, and values are shown on top. B) Mutation frequency of the indicated genes in mutated
DLBCL samples. For each gene, the number of mutated cases over total analyzed is given in brackets, and the mutation frequency
is shown on the top.



