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HIF1A_21447827_ChIP-Seq_MCF-7_Human
NELFA_20434984_ChIP-Seq_ESCs_Mouse
NR1H3_23393188_ChlP-Seq_ATHEROSCLEROTIC-FOAM_Human
CLOCK_20551151_ChIP-Seq_293T_Human
NUCKS1_24931609_ChIP-Seq_HEPATOCYTES_Mouse
SMARCA4_20176728_ChIP-ChIP_TSCs_Mouse
AR_21909140_ChIP-Seq_LNCAP_Human
MECOM_23826213_ChIP-Seq_KASUMI_Mouse
NFE2L2_22581777_ChIP-Seq_LYMPHOBLASTOID_Human
EOMES_20176728_ChIP-ChIP_TSCs_Mouse
JUND_26020271_ChIP-Seq_SMOOTH_MUSCLE_Human
NANOG_18692474_ChIP-Seq_MEFs_Mouse
Nerf2_26677805_Chip-Seq_MACROPHAGESS_Mouse
TCF3_18347094_ChIP-ChIP_MESCs_Mouse
ATF3_27146783_Chip-Seq_COLON_Human
TCF21_26020271_ChIP-Seq_SMOOTH_MUSCLE_Human
KDM2B_26808549_Chip-Seq_HPB-ALL_Human
KLF4_18555785_ChIP-Seq_MESCs_Mouse
MAF_26560356_Chip-Seq_TH2_Human
MAF_26560356_Chip-Seq_TH1_Human
MYC_19030024_ChIP-ChIP_MESCs_Mouse
BRD4_27068464_Chip-Seq_AML-cells_Mouse
JARID1B-DAIN_22020125_ChIP-Seq_ESCs_Mouse
RELA_24523406_ChIP-Seq_FIBROSARCOMA_Human
VDR_24763502_ChIP-Seq_THP-1_Human
DMRT1_23473982_ChIP-Seq_TESTES_Mouse
PRDM14_20953172_ChIP-Seq_ESCs_Human
XRN2_22483619_ChlP-Seq_HELA_Human
E2F1_18555785_ChIP-Seq_MESCs_Mouse
JUN_26020271_ChIP-Seq_SMOOTH_MUSCLE_Human
KDM2B_26808549_Chip-Seq_DND41_Human
ELK3_25401928_ChIP-Seq_HUVEC_Human
UBF1/2_26484160_Chip-Seq_HMECs_Human
RACK7_27058665_Chip-Seq_MCF-7_Human
FLI1_21571218_ChIP-Seq_MEGAKARYOCYTES_Human
MITF_21258399_ChIP-Seq_ MELANOMA_Human
RUNX1_21571218_ChIP-Seq_ MEGAKARYOCYTES_Human

GO:0061621~canonical glycolysis
GO:0034101~erythrocyte homeostasis
GO:0051156~glucose 6-phosphate metabolic process
GO:0043117~positive regulation of vascular permeability
GO:0006096~glycolytic process

G0:0019752~carboxylic acid metabolic process
GO:0030330~DNA damage response, signal transduction by p53 class mediator
GO:0006094~gluconeogenesis

G0:0050918~positive chemotaxis
GO:0007017~microtubule-based process
GO0:0050727~regulation of inflammatory response
GO:0071456~cellular response to hypoxia
G0:0001666~response to hypoxia
GO:0098609~cell-cell adhesion

G0:0006888~ER to Golgi vesicle-mediated transport

hsa00010:Glycolysis and gluconeogenesis
hsa00051:Fructose and mannose metabolism
hsa00520:Amino sugar and nucleotide sugar metabolism
hsa04066:HIF-1 signaling pathway
hsa01230:Biosynthesis of amino acids
hsa01200:Carbon metabolism

hsa05230:Central carbon metabolism in cancer
hsa04668:TNF signaling pathway
hsa01130:Biosynthesis of antibiotics

hsa04145:Phagosome
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