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Identification of differentially expressed genes 
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Development of Integrated MAF 
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Comparison of significant alterations: IDC vs. ILC 
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Identifying IDC LumA and ILC LumA-specific alterations 
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PARADIGM analysis identifies IDC and ILC-
associated signaling pathways 
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Development of mRNA-based ILC classes 
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ConsensusClusterPlus to ID 3 ILC classes 
 

TCGA ILC LumA (n=106) 

Identified samples with positive sil. width 
 

TCGA ILC LumA (n=89) 

ClaNC developed centroid predictor 
 

TCGA ILC LumA (n=89) 
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2 Class SAM identifies differentially expressed 
genes in ILC classes 
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ILC class mRNA / miRNA expression patterns 
correspond with IDC and Adjacent Normal   
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ILC Class1 corresponds with RPPA Reactive Subtype 
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ILC Class1 tumors exhibit altered PDGFR/ 
STAT3 and FoxM1 signaling 
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ILC class 2 defined by high immune signaling 
and proliferation 
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PARADIGM analysis identifies IFNG and FOXM1 as 
key pathways in ILC class 2 tumors 

Christina Yau, Buck Institute 



16 

Summary 

• Developed unique integrated MAF utilizing both DNA exome and mRNA 
sequencing 
 

• ILC vs. IDC 
– FOXA1, CDH1 mutations associated with ILC 
– GATA3 mutation associated with IDC 
– Altered signaling:  CDH1, Myc, p53/DNA damage, immune signaling 
– Identified differentially expressed miRNA and methylation 

 
• ILC classes 

– Class 1 associated with Reactive subtype 
– Class 2 immune component and highly proliferative 
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