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DIFFUSE LARGE B-CELL LYMPHOMA RISK SCORE CALCULATOR: A TOOL TO ACCURATELY
PREDICT SURVIVAL RISK AND IMPROVE TREATMENT DECISIONS AND OUTCOMES

Santosh Khanal', Arjun Gampala'?, Eric S. Geanes', Anne T. Culpepper?, Liubomyr Buryi®
Catherine A. Jackson#, Rebecca MclLennan', Todd Bradley'~-
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Department of Pediatrics, University of Missouri Kansas City Medical School. ¢ Departments of Pediatrics and Pathology and Laboratory Medicine, University of Kansas Medical Center.

Abstract Experimental Approach Development of Risk Score Calculator

: _ : _ : R R . . R—IPI Patient Identifier: | Noone |
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