GeDiPNet Cluster 156 -- Enriched Pathways

Pathway enrichment: KEGG + Reactome, upper-tail hypergeometric test, Benjamini-Hochberg FDR-corrected. Fold enrichment = (overlap / cluster gene count) / (pathway gene count / universe size). Top 15 pathways per cluster by g-value.
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Pathway

The canonical retinoid cycle in rods (twilight vision)

Melanin biosynthesis

Phototransduction

Inactivation, recovery and regulation of the phototransduction cascade

Regulation of commissural axon pathfinding by SLIT and ROBO

ATF6 (ATF6-alpha) activates chaperones

Role of ABL in ROBO-SLIT signaling

SLIT2:ROBO1 increases RHOA activity

Aryl hydrocarbon receptor signalling

Synthesis, secretion, and inactivation of Glucose-dependent Insulinotropic Polypeptide
(GIP)

Regulation of expression of SLITs and ROBOs

Activation of the phototransduction cascade

ATF6 (ATF6-alpha) activates chaperone genes

Opsins

Purine ribonucleoside monophosphate biosynthesis
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