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Brain enriched pathways

| |G0:0006644: phospholipid metabolic process

] G0:0000226: microtubule cytoskeleton organization

R-DRE-9648025: EML4 and NUDC in mitotic spindle formation
GO0:0060538: skeletal muscle organ development
G0:0044087: regulation of cellular component biogenesis
R-DRE-913709: O-linked glycosylation of mucins
G0:0021522: spinal cord motor neuron differentiation
R-DRE-420092: Glucagon-type ligand receptors
R-DRE-109582: Hemostasis

R-DRE-5653656: Vesicle-mediated transport
R-DRE-2980736: Peptide hormone metabolism
G0:0055078: sodium ion homeostasis

GO0:0006006: glucose metabolic process

G0:0006595: polyamine metabolic process
R-DRE-212436: Generic Transcription Pathway
G0:0007266: Rho protein signal transduction
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Adult HSPC enriched pathways

G0:0006689: ganglioside catabolic process

GO0:0048511: rhythmic process

G0:0014866: skeletal myofibril assembly

G0:0032204: regulation of telomere maintenance
R-DRE-422356: Regulation of insulin secretion

dre04110: Cell cycle

R-DRE-69275: G2/M Transition

G0:0090101: negative regulation of transmembrane receptor protein
G0:0006885: regulation of pH

GO0:0007267: cell-cell signaling

G0:0015914: phospholipid transport

G0:0046189: phenol-containing compound biosynthetic process
WP1337: MAPK signaling pathway

G0:0001510: RNA methylation
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