SOHO 2025 Young Investigator Scholarship

WHO SHOULD WE SCREEN FOR GERMLINE CANCER

B. Szmyd, K. Miarka-Walczyk, K. Krajewska, J. Walenciak, A. Wziatek, K.
Derwich, E. Latoch, M. Krawczuk-Rybak, D. Przystupski, B. Kazanowska, N.
Irga-Jaworska, M. Radwanska, E. Dudkiewicz, B. Dembowska-Baginska, A.
Wakulinska, J. Trelinska, K. Babol-Pokora, W. Mlynarski, A. Pastorczak

(Affiliations are provided in the abstract)
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ot Coneration Seauans Genetic results

—+ dentification of genetic predispositor * In total, 58 patients from 48 (81%) families

— Linking genetic variants to lymphoma biology

S underwent genetic testing for CPS.

— Personalised therapy
— Genetic counselling
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