G0:1903047: mitotic cell cycle process

R-HSA-1640170: Cell Cycle

GO0:0010564: regulation of cell cycle process

hsa04110: Cell cycle

GO0:0006260: DNA replication

M129: PID PLK1 PATHWAY

M176: PID FOXM1 PATHWAY

M14: PID AURORA B PATHWAY

GO0:0051303: establishment of chromosome localization
R-HSA-174143: APC/C-mediated degradation of cell cycle proteins
M40: PID E2F PATHWAY

G0:0000910: cytokinesis

G0:0008608: attachment of spindle microtubules to kinetochore
GO0:0000079: regulation of cyclin-dependent protein serine/threonine kinase activity
M46: PID ATR PATHWAY

WP2361: Gastric cancer network 1
WP4016: DNA IR-damage and cellular response via ATR
GO0:0006323: DNA packaging
R-HSA-176417: Phosphorylation of Emil
GO0:0065004: protein-DNA complex assembly
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GO Terms
|:| mitotic cell cycle process |:, regulation of cell cycle process |:| Cell cycle |:| DNA replication
|:| G2/M transition of mitotic cell cycle |:| cytokinesis D DNA IR-damage and cellular response via ATR

Supplementary Figure 1. GO analysis (A) and chord diagrams (B) of 252 co-upregulated
genes.



