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POLE- mutated 6.2%
MMR-deficient 24.7% 39.7% 0% 9.8% 33.3% 44% 7.3%
p53-abnormal 4.7% 21.3% 100% 42.5% 61.1% 18.6% 73.9%
NSMP 63.5% 28% 0% 40.9% 0% 25% 13.5%
MMR : mismatch repair, NSMP : no specific molecular profile,
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WHO & Proactive Molecular Risk Classifier for Endometrial Cancer (ProMisE) O 7 ILTUZ L
mut : mutated, MMR-d : mismatch repair-deficient, NSMP : no specific molecular profile, wt : wild type,



