


 

 

 

 

 

 

 

 

Figure S1. GO and KEGG functional annotation for module 1. (A) The top ten 

enriched biological process (BP) of the DEGs. (B) The top ten enriched molecular 

function (CC) of the DEGs. (C) The top ten enriched cellular component (MF) of 

the DEGs. (D) The  top ten enriched KEGG pathways of the DEGs. 

 





 

 

 

 

Figure S2. The interaction network of ten hub genes with their related genes and 

its biological function. (A) The interaction network of ten hub genes; (B) The co- 

expression analysis of 10 hub genes; (C-E) Top five enriched biological process 

(BP), molecular function (CC) and cellular component (MF) of the interaction 

network. (F) Top five enriched KEGG pathways of the interaction network. 

 





 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S3. The expression condition of 5 hub OS-related genes reported from various 

researches in Oncomine database. (A) CCNB1; (B) CEP55; (C) CDK1; (D) 

FOXM1;(E) UBE2C. 





 

 

 

 

 

 

 

 

 

 

 

 

Figure S4. The immunohistochemistry of proteins translated from 5 hub OS-related 

genes between cancerous and normal ovary tissues in HPA database. (A) CCNB1; (B) 

CDK1; (C) CEP55; (D) FOXM1;(E) UBE2C. Abbreviation: N, normal; T, tumor; HPA, 

The Human Protein Atlas（HPA）database. 





 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Figure S5. The structures of three candidate molecular drugs from the Pubchem 

   database (A) Trichostatin A; (B) pyrvinium; (C) 8-azaguanine. 
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