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 1 
Figure Supplementary 1. Boxplots of the described validated biomarkers for histological type representing different non-endome- 2 
trioid histologies as different entities (n=271 endometrioid (EEC) type, n=62 non-EEC type including n=10 mixed carcinomas, and 3 
n=52 serous (SEC) carcinomas). 4 
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Figure Supplementary 2. Biomarkers related to FIGO stage with its respective boxplots, and molecular classification of the vali- 6 
dated biomarkers. (a) Table of the proteins that were found differentially expressed between (a) Any of the FIGO stages in any of 7 
the tested cohorts. Highlighted in yellow, the specific cohort in which that protein was found to be differentially expressed between 8 
FIGO stages. Proteins highlighted in blue are those validated in more than one cohort, and therefore, the ones that we considered 9 
as validated biomarkers; (b–d) Boxplots showing the expression of the significant biomarkers for FIGO stage in each cohort of pa- 10 
tients: TCGA RNA-Seq data, CPTAC RNA-Seq data, and CPTAC proteomic data, respectively; (e–g) Boxplots showing the expres- 11 
sion of the significant biomarkers for molecular classification in each cohort of patients: TCGA RNA-Seq data, CPTAC RNA-Seq 12 
data, and CPTAC proteomic data, respectively. Literature: literature revision from Coll-de la Rubia E et al., 2020 [1]; T_RNAseq: RNA- 13 
Seq data of the TCGA’s cohort; C_RNAseq: RNA-Seq data of the CPTAC’s cohort; C_prot: proteomic data of the CPTAC’s cohort. 14 

 15 
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 16 

Figure Supplementary 3. Description of the functions of the proteins described as validated biomarkers in our study, their relation 17 
to the epithelial-mesenchymal transition, and their prognostic behavior in other types of cancer. Highlighted in bold are gynecolog- 18 
ical cancers in which a prognostic association of that specific protein has been described. Source: Uniprot [2], EMTome [3], and The 19 
Human Protein Atlas (www.proteinatlas.org). 20 
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 21 
Figure Supplementary 4. Available drugs against validated proteins divided in small molecules and antibodies. A description of 22 
current clinical applications with the commercial names is given below. Source: Open Target Platform [4]. 23 
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