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Supplemental Figure S6. Comparison between TCGA and NCKUH cohort.
(A) Distribution of ages at initial diagnosis, FIGO stages, histologic subtypes in
TCGA and NCKUH cohort. (B) The clinical outcome of TCGA and NCKUH
cohort. There was no significant difference in these parameters between two
cohorts. (C) High impact of gene aberration on genomic function. Top 23 genes
with high impact of genomic alterations were listed in each cohort. (D) The
overall survival rate was not affected by MET mutations in TCGA cohort.



