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https://en.wikipedia.org/wiki/Endometrial_cancer#/media/File:Diagram_showing_stage_1A_and_1B_cancer_of_the_womb_CRUK_196.svg

Type I (less aggressive):
- Endometroid adenocarcinoma

Type II (more aggressive): 
- Serous cystadenocarcinoma
- Papillary serous adenocarcinoma
- Clear cell adenocarcinoma
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https://portal.gdc.cancer.gov/exploration?filters=%7B%22content%22%3A%5B%7B%22content%22%3A%7B%22field%22%3A%22cases.case_id%22%2C%22value

%22%3A%5B%22set_id%3AAWxYARM-1FJwHPndQLUN%22%5D%7D%2C%22op%22%3A%22IN%22%7D%5D%2C%22op%22%3A%22AND%22%7D

Training Data



  



  



  



  



  

Feature engineering:
genes and VEPs
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Feature engineering:
genes and VEPs

Genes: 0.867

VEP 1: 0.882

VEP 2: 0.881

VEP 3: 0.885



  

Feature engineering:
Gene Ontology



  

Feature engineering:
Gene Ontology

https://www.semanticscholar.org/paper/A-Gene-Ontology-Tutorial-in-Python.-Vesztrocy-Dessimoz/fa5a595b9bdb06b821206aa5664902686c3aadb5



  

Feature engineering:
Gene Ontology

information gainnb. of genes / GO term

Alterovitz et al., “GO PaD: The Gene Ontology partition database”

Feature engineering:
Gene Ontology



  

Feature engineering:
Gene Ontology

GO 5: 0.881
GO 7: 0.877
GO 9: 0.882
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Feature engineering:
Cancer Models



  

Feature engineering:
Cancer Models
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Feature engineering:
Cancer Models



  

Summary

Gene VEP 3 GO 5 GO 7 GO 9 model

0.867 0.885 0.881 0.877 0.882 0.896

89* 89* 33 209 68 168



  

Feature engineering:
genes and VEPs

Gene: 0.867
vep 1: 0.882
vep 2: 0.881
vep 3: 0.885



  

Feature engineering:
Gene Ontology



  

Feature engineering:
Gene Ontology

GO 5: 0.881
GO 7: 0.877
GO 9: 0.882
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