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e [o characterize the mutational
landscape of AA CLL patients and
compare it to published European data.
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Frequency of Molecular Aberrations in AA

e Design: Retrospective cross-sectional
study

e Setting: Brooklyn Cancer Care

e Participants: 26 African-American

patients diagnosed with CLL/SLL
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e Inclusion:Age =218 and availability of lab S it (Y e Urratatad [EHY
data, flow cytometry, FISH analysis,
imaging, and clinical history.

e Outcome: Proportions of patients by
clinical stage, cytogenetic and IGHV
mutation profiles, and their distribution
compared to a European cohort.
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e Demographics: 26 AA patients, mean age features and unique mutations not
69.9 (16M/10F) reported in European cohorts.
e Findings highlight the need for ethnically
Cytogenetics |African Europeans |Prognosis : : : :
Americans iInclusive genomic research to improve
Del(13q) 42 39 69% Favorable risk models and guide personalized

treatment.
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