CO-EVOLVING VIRTUAL CELL MODELS AND PERTURBATI6N
PLANNERS FOR ALZHEIMER'S DISEASE DRUG DISCOVERY

DAVID SCOTT LEWIS, ENRIQUE ZUECO, HALEY YI | AIXC Bio, Zaragoza, Spain | reports@aixcbio.com

KEY TAKEAWAY: Co-evolutionary Al enables the discovery of complex, multi-target combination therapies
in silico for AD reversal, surpassing single-target strategies and refining cellular disease simulators.
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