Characterizing the Tumor Microenvironment in CLL: The Role of NK Cells and Prognostic Gene Markers
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3.This study establishes an NK cell-centric

framework to predict patient outcomes and therapeutic
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Kaplan-Meler survival analysis showed that the patients in the

low-risk group had better OS status. COnCI usion
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Mt ‘l 1.We pioneer an NK cell-derived prognostic system that
Ml T | oL g quantifies TME immunosuppression and predicts immunotherapy
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