Germline mutations and the presence of clonal hematopoiesis of indeterminate potential (CHIP)
in 20,963 patients with BRCA-associated cancers
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. The contribution of germline (g) genetics  Women with gPALB2 alterations and breast cancer, as well as men with gCHEK2 mutations and prostate cancer, had higher rates of CHIP.
on the emergence of CHIP in patients « These data suggest that gHRR mutations may influence the prevalence of CHIP among patients with BRCA-associated cancers.
with solid tumors is not well understood. .

 We hypothesized that those with
germline alterations in homologous

The clinical implications of these data, especially in terms of complications from therapies like PARP inhibitors and platinum chemotherapy, deserves further study.
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