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Supplementary Fig. S1. Mutational signature analysis across molecular subtypes of endometrial cancer. The heatmap displays the contributions of SBS
mutational signatures across 72 endometrial cancer cases, grouped by molecular subtype: MMRd, NSMP, TP53-mutant, and POLE-mutated. Each row
represents a mutational signature (SBS signatures), and each column represents an individual case. The upper panel shows tumor mutation burden (mut/Mb)
for each case. Asterisks (*) denote POLE-mutated cases harboring non-hotspot mutations. Color intensity represents logl0(signature burden + 1), with
signature burden expressed in mut/Mb. Etiologic labels reproduce the COSMIC-associated annotations of computationally attributed signatures and do not
indicate documented clinical exposure in an individual patient. SBS, single base substitution; MMRd, mismatch repair deficient; NSMP, no specific molecular
profile; COSMIC, Catalogue of Somatic Mutations in Cancer.



