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GO BP:0008284~positive regulation of cell proliferation

GO BP:0014066~regulation of phosphatidylinositol 3−kinase signaling

GO BP:0016055~Wnt signaling pathway

GO BP:0042981~regulation of apoptotic process

GO BP:0010718~positive regulation of epithelial to mesenchymal transition

GO CC:0005576~extracellular region

GO CC:0005615~extracellular space

GO CC:0031225~anchored component of membrane

GO CC:0032993~protein−DNA complex

GO CC:0005667~transcription factor complex

GO MF:0008083~growth factor activity

GO MF:0003700~transcription factor activity, sequence−specific DNA binding

GO MF:0016303~1−phosphatidylinositol−3−kinase activity

GO MF:0008134~transcription factor binding

GO MF:0043565~sequence−specific DNA binding

KEGG pathway:hsa04310−Wnt signaling pathway

KEGG pathway:hsa05200−Pathways in cancer

KEGG pathway:hsa04151−PI3K−Akt signaling pathway

KEGG pathway:hsa04913−Ovarian steroidogenesis

KEGG pathway:hsa05202−Transcriptional misregulation in cancer
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