Tumor mutation burden (TMB) was is defined as the total number of missense mutations. We profiled the TMB of these samples by by using a targeted next-generation sequencing (NGS) panel (Geneseeq) . Panel TMB was counted by summing all base substitutions and IinDdels in the coding region of targeted genes, including synonymous alterations to reduce sampling noise and excluding known driver mutations as they are over-represented in the Panel, as previously described(1).1 High TMB was defined as ≥>=10 mutations based on clinically validated procedures, as mentioned before(2).2
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