Supplementary Figure 1
(A, B). Analysis of somatic mutations in four different clusters. (C, D). CNV analysis indicated ZNF146 as having the most frequent amplifications, while BAG3 and MED13L showed the highest deletion rates. (E). The VORGs network reflected the relationship between VORGs and the OC prognostic model, with MARVELD1 occupying a central position in the network.

