Clinical Implications of Clonal Hematopoiesis Mutations in Patients with Solid Tumors
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Background
Clonal hematopoiesis (CH) is a frequent, age-related premalignant condition and represents the acquisition of somatic mutations in hematopoietic stem cells, leading to clonal expansion.
In cancer setting, recent data suggest that CH confers a greater risk for developing therapy-related myeloid neoplasms and appears to contribute to adverse cancer-related survival.
However, the clinical implications of CH in patients with solid tumors have not been extensively studied and there is no clear understanding of which CH mutations have prognostic significance.

Furthermore, the detection of CH mutations has been increasingly reported as a source of biological “noise” of blood liquid biopsy. Incorrect classification of CH mutations as tumor-derived
mutations could lead to inappropriate clinical management of cancer patients.

Only a few studies have addressed the practical clinical implications of these alterations in solid-tumor sequencing.

Trial design
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