
GO:0000184 - nuclear-transcribed mRNA catabolic process
GO:0002067 - glandular epithelial cell differentiation

GO:0006413 - translational initiation
GO:0006470 - protein dephosphorylation

GO:0007584 - response to nutrient
GO:0008284 - positive regulation of cell proliferation

GO:0008380 - RNA splicing
GO:0010605 - negative regulation of macromolecule metabolic process

GO:0016071 - mRNA metabolic process
GO:0016139 - glycoside catabolic process
GO:0016226 - iron-sulfur cluster assembly

GO:0022612 - gland morphogenesis
GO:0022617 - extracellular matrix disassembly

GO:0030162 - regulation of proteolysis
GO:0030522 - intracellular receptor signaling pathway

GO:0031468 - nuclear envelope reassembly
GO:0031638 - zymogen activation

GO:0033993 - response to lipid
GO:0035995 - detection of muscle stretch

GO:0040034 - regulation of development, heterochronic
GO:0042592 - homeostatic process
GO:0042908 - xenobiotic transport

GO:0043603 - cellular amide metabolic process
GO:0045876 - positive regulation of sister chromatid cohesion

GO:0046415 - urate metabolic process
GO:0046835 - carbohydrate phosphorylation

GO:0048505 - regulation of timing of cell differentiation
GO:0051336 - regulation of hydrolase activity

GO:0052433 - apoptotic process involved in symbiotic interaction
GO:0060715 - syncytiotrophoblast cell differentiation

GO:0061077 - chaperone-mediated protein folding
GO:0061635 - regulation of protein complex stability

GO:0061684 - chaperone-mediated autophagy
GO:0070841 - inclusion body assembly

GO:0070972 - protein localization to endoplasmic reticulum
GO:0071637 - regulation of monocyte chemotactic protein-1 production

GO:0080134 - regulation of response to stress
GO:0090083 - regulation of inclusion body assembly

GO:1902947 - regulation of tau-protein kinase activity
GO:1902949 - positive regulation of tau-protein kinase activity

GO:1903332 - regulation of protein folding
GO:1990442 - intrinsic apoptotic signaling pathway (nitrosative stress)
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GO:0001736 - establishment of planar polarity
GO:0006066 - alcohol metabolic process

GO:0006081 - cellular aldehyde metabolic process
GO:0006139 - nucleobase-containing compound metabolic process

GO:0006521 - regulation of cellular amino acid metabolic process
GO:0006629 - lipid metabolic process

GO:0006694 - steroid biosynthetic process
GO:0006725 - cellular aromatic compound metabolic process

GO:0006732 - coenzyme metabolic process
GO:0006790 - sulfur compound metabolic process

GO:0006793 - phosphorus metabolic process
GO:0006807 - nitrogen compound metabolic process

GO:0007049 - cell cycle
GO:0007155 - cell adhesion

GO:0008202 - steroid metabolic process
GO:0009056 - catabolic process

GO:0009058 - biosynthetic process
GO:0009308 - amine metabolic process

GO:0010608 - posttranscriptional regulation of gene expression
GO:0017144 - drug metabolic process

GO:0032365 - intracellular lipid transport
GO:0034641 - cellular nitrogen compound metabolic process

GO:0035567 - non-canonical Wnt signaling pathway
GO:0038061 - NIK/NF-kappaB signaling

GO:0042180 - cellular ketone metabolic process
GO:0043488 - regulation of mRNA stability

GO:0043603 - cellular amide metabolic process
GO:0043604 - amide biosynthetic process

GO:0044237 - cellular metabolic process
GO:0044238 - primary metabolic process

GO:0044281 - small molecule metabolic process
GO:0046483 - heterocycle metabolic process

GO:0048002 - antigen processing and presentation of peptide antigen
GO:0048863 - stem cell differentiation

GO:0051186 - cofactor metabolic process
GO:0055086 - nucleobase-containing small molecule metabolic process

GO:0055114 - oxidation-reduction process
GO:0061013 - regulation of mRNA catabolic process

GO:0061418 - regulation of transcription in response to hypoxia
GO:0070498 - interleukin-1-mediated signaling pathway

GO:0070646 - protein modification by small protein removal
GO:0071704 - organic substance metabolic process

GO:0072521 - purine-containing compound metabolic process
GO:0072524 - pyridine-containing compound metabolic process

GO:0072528 - pyrimidine-containing compound biosynthetic process
GO:1901135 - carbohydrate derivative metabolic process

GO:1901137 - carbohydrate derivative biosynthetic process
GO:1901360 - organic cyclic compound metabolic process

GO:1901564 - organonitrogen compound metabolic process
GO:1901575 - organic substance catabolic process

GO:1901576 - organic substance biosynthetic process
GO:1901615 - organic hydroxy compound metabolic process

GO:1902750 - negative regulation of cell cycle G2/M phase transition
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GO:0000184 - nuclear-transcribed mRNA catabolic process

GO:0001172 - transcription, RNA-templated

GO:0001824 - blastocyst development

GO:0002397 - MHC class I protein complex assembly

GO:0006413 - translational initiation

GO:0006641 - triglyceride metabolic process

GO:0006689 - ganglioside catabolic process

GO:0007598 - blood coagulation, extrinsic pathway

GO:0009086 - methionine biosynthetic process

GO:0014009 - glial cell proliferation

GO:0019449 - L-cysteine catabolic process to hypotaurine

GO:0030593 - neutrophil chemotaxis

GO:0030968 - endoplasmic reticulum unfolded protein response

GO:0032527 - protein exit from endoplasmic reticulum

GO:0033119 - negative regulation of RNA splicing

GO:0033197 - response to vitamin E

GO:0043401 - steroid hormone mediated signaling pathway

GO:0043484 - regulation of RNA splicing

GO:0045047 - protein targeting to ER

GO:0045964 - positive regulation of dopamine metabolic process

GO:0060333 - interferon-gamma-mediated signaling pathway

GO:0060715 - syncytiotrophoblast cell differentiation i

GO:0061741 - chaperone-mediated protein transport (chaperone-mediated autophagy)

GO:0071621 - granulocyte chemotaxis

GO:0090200 - positive regulation of release of cytochrome c from mitochondria

GO:0097296 - activation of cysteine-type endopeptidase activity (apoptotic signaling pathway)

GO:0097530 - granulocyte migration

GO:0099576 - regulation of protein catabolic process at postsynapse

GO:1902808 - positive regulation of cell cycle G1/S phase transition

GO:1902947 - regulation of tau-protein kinase activity

GO:1902949 - positive regulation of tau-protein kinase activity

GO:1903006 - positive regulation of protein K63-linked deubiquitination

GO:1903051 - negative regulation of proteolysis involved in cellular protein catabolic process

GO:1903903 - regulation of establishment of T cell polarity

GO:1904752 - regulation of vascular associated smooth muscle cell migration

GO:1990266 - neutrophil migration

GO:1990442 - intrinsic apoptotic signaling pathway in response to nitrosative stress

GO:2000353 - positive regulation of endothelial cell apoptotic process

GO:2001242 - regulation of intrinsic apoptotic signaling pathway

GO:2001267 - regulation of cysteine-type endopeptidase activity (apoptotic signaling pathway)
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GO:0000278 - mitotic cell cycle

GO:0001738 - morphogenesis of a polarized epithelium

GO:0002223 - stimulatory C-type lectin receptor signaling pathway

GO:0006066 - alcohol metabolic process

GO:0006101 - citrate metabolic process

GO:0006521 - regulation of cellular amino acid metabolic process

GO:0006629 - lipid metabolic process

GO:0006725 - cellular aromatic compound metabolic process

GO:0006732 - coenzyme metabolic process

GO:0009060 - aerobic respiration

GO:0009117 - nucleotide metabolic process

GO:0009308 - amine metabolic process

GO:0010608 - posttranscriptional regulation of gene expression

GO:0016071 - mRNA metabolic process

GO:0016999 - antibiotic metabolic process

GO:0017144 - drug metabolic process

GO:0019321 - pentose metabolic process

GO:0031145 - anaphase-promoting complex-dependent catabolic process

GO:0032787 - monocarboxylic acid metabolic process

GO:0033209 - tumor necrosis factor-mediated signaling pathway

GO:0034641 - cellular nitrogen compound metabolic process

GO:0038061 - NIK/NF-kappaB signaling

GO:0042180 - cellular ketone metabolic process

GO:0043488 - regulation of mRNA stability

GO:0043618 - regulation of transcription in response to stress

GO:0043687 - post-translational protein modification

GO:0046483 - heterocycle metabolic process

GO:0051186 - cofactor metabolic process

GO:0060218 - hematopoietic stem cell differentiation

GO:0061013 - regulation of mRNA catabolic process

GO:0070646 - protein modification by small protein removal

GO:0072521 - purine-containing compound metabolic process

GO:0072527 - pyrimidine-containing compound metabolic process

GO:0072528 - pyrimidine-containing compound biosynthetic process

GO:1901360 - organic cyclic compound metabolic process

GO:1901564 - organonitrogen compound metabolic process

GO:1901575 - organic substance catabolic process

GO:1901576 - organic substance biosynthetic process

GO:1901615 - organic hydroxy compound metabolic process

GO:1990542 - mitochondrial transmembrane transport
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Warm & Normoxic Down-Regulated DEGsWarm & Normoxic Up-Regulated DEGs Biological ProcessesBiological Processes

Biological Processes Biological Processes Warm & Hypoxic Down-Regulated DEGsWarm & Hypoxic Up-Regulated DEGs


