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Development of Integrated MAF

DNA Exome sequencing
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PARADIGM analysis identifies IDC and I

assoclated signaling pathways
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2 Class SAM identifies differentially exg

genes in ILC classes
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ILC class 2 defined by high immune

and proliferation
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PARADIGM analysis identifies IFNG and FOXI

key pathways in ILC class 2 tumors
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Summary

» Developed unique integrated MAF utilizing both DNA exome and MRNA
sequencing

« ILCvs. IDC
— FOXAL1, CDH1 mutations associated with ILC
— GATAS3 mutation associated with IDC
— Altered signaling: CDH1, Myc, p53/DNA damage, immune signaling
— ldentified differentially expressed miRNA and methylation

¢ ILC classes
— Class 1 associated with Reactive subtype
— Class 2 immune component and highly proliferative
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