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Figure S1. Relationship of multiple components of principle component analysis of TNBC subtype. 
 
Principal component analysis of mRNAs expression in each subtype including BL1 (blue), BL2 (pink), M 
(orange), and LAR (green). Each dot represented one TNBC cohort. 
  



 

Figure S2. The human kinome mapping of upstream TKs inferred by KEA3.  

The kinome trees illustrated the top 20 enriched TKs in each TNBC subtype predicted by KEA3. The kinases 
were separated into eight typical groups (AGC, CAMK, CK1, CMGC, STE, TK, TKL, Other) and 13 atypical 
families among the human kinome. The kinome tree illustration was adapted with permission from Cell 
Signaling Technology, Inc.  
 



 

Figure S3. GO enrichment analysis of subtype-specific DE genes.  
 
 


