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CTTTGT LEF1 Q2 0.0000 42

TCF7 TARGET GENES 0.0000 39

REACTOME RNA POLYMERASE II TRANSCRIPTION 0.0003 26

KEGG WNT SIGNALING PATHWAY 0.0003 9

REACTOME METABOLISM OF LIPIDS 0.0003 18
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REACTOME METABOLISM OF LIPIDS 0.0018 15

REACTOME PHOSPHOLIPID METABOLISM 0.0290 7
KEGG AMINO SUGAR AND NUCLEOTIDE SUGAR 
METABOLISM 0.0290 4

KEGG FC GAMMA R MEDIATED PHAGOCYTOSIS 0.0320 5

REACTOME REGULATION OF TP53 ACTIVITY THROUGH 
METHYLATION 0.0320 3
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