bicellular tight junction assembly (MPP5; TBCD; PARD3) =
oocyte karyosome formation (LOK) =
telomeric 3' overhang formation (MRE11) =1

cell wall organization (TAGD; DAC) =

cell
organization
and
biogenesis

microtubule cytoskeleton organization (TBCD; TBAL; CK5P2; CAMP1; PARD3; TBB4B) =

mRNA 5'-splice site recognition (RU1C; PSIP1) =

regulation of telomere maintenance (YLPML; SMG1) =

endothelial cell morphogenesis (HEG1; NOTC4; MET) =

histone exchange (SRCAP; TRA1) =}

endosomal vesicle fusion (VPS8; VPS4A; VPS11; VPS41) =

regulation of cell morphogenesis (ZMYM1; SH319; CAMP1; STRP1) =

negative regulation of Rho protein signal transduction (HEGL; MET; RIPR1) =
positive regulation of cGMP-mediated signaling (ANPRA) =

negative regulation of G protein-coupled receptor signaling pathway (RGS12; FTM) =

positive regulation of ephrin receptor signaling pathway (NOTC1) =

negative regulation of thrombin-activated receptor signaling pathway (VET) =

negative regulation of SMAD protein signal transduction (PBLD; CILP1) =}

negative regulation of canonical Wt signaling pathway (WNT5A; VNG2B; NOTCL; LATSL; LRP4; LRP6) =}

signal
transduction

negative regulation of BMP signaling pathway (WNT5A; SORL; TRI33; NOTC1) =
CcAMP-mediated signaling (RPGF4; PDE4D; PDE2A; AGRG6) =}

positive regulation of calcineurin-NFAT signaling cascade (SL9AL; AKAP5) =

Wt signaling pathway (WNT7B; NXN; WNTSA; LRP4; APLP; TNKSL; NPHP3; KC1G3; AAPK2; LRP6; GSK3B; CSK2B) =}
positive regulation of transcription of Notch receptor target (NOTC1; NOTC4) =

Wt signaling pathway, calcium modulating pathway (WNTSA; AGO2) =

TRIF-dependent toll-like receptor signaling pathway (TBK1; BIRC2) =

negative regulation of calcineurin-NFAT signaling cascade (CMYAS; FHL2; GSK3B) =
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rescue of stalled ribosome (ZN598; NEMF) =

protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway (DDI1) =
positive regulation of protein sumoylation (TRAF7; HDAC4) =}

mIRNA mediated inhibition of translation (AGO2; NOTC4) =3

histone H2A acetylation (TRRAP; EPC1) =1

protein sulfhydration (CGL) =

protein-pyridoxal-5-phosphate linkage via peptidyl-N6-pyridoxal phosphate-L-lysine (CGL) =

negative regulation of peptidyl-threonine phosphorylation (MET; PARD3) =

protein
metabolism

regulation of complement activation, lectin pathway (FUCL6; FUCLY) =
protein demethylation (ALKB4; KDM1A) =1
activation of MAPKKK activity (TAB1; TRAF7; KSR1) =
dermatan sulfate proteoglycan biosynthetic process (B3GA3) =
protein lipoylation (LIPT2) =}
positive regulation of peptidyl-lysine acetylation (AAPK2) =}
negative regulation of histone H3-K9 methylation (DNM3B; KDM1A) =

positive regulation of histone H3-K9 methylation (SIRL; JARD2) =3

neurotransmitter transport (ICA69; VGLU1; EAA2) =]
D-aspartate import across plasma membrane (EAA2; EAA3) =5
positive regulation of receptor-mediated endocytosis (TLN1; DRK) =}
cytoplasmic transport, nurse cell to oocyte (ABL; FLNA) =}
negative regulation of ion transport (AKAPS; SLOB) =}

positive regulation of renal sodium excretion (ANPRA) =
plus-end-directed vesicle transport along microtubule (KIF23) =
pinocytosis (SNX5; CLN3) =5
hormone secreton (1752) transport

sodium~independent organic anion transport (SO4C1) =}
aspartate transmembrane transport (CMC2; S13A3) =
body fluid secretion (ANPRA; RAB14) =}

organic anion transport (SO4C1) =1

membrane repolarization (KCNQ1) =}

regulation of gastric acid secretion (KCNQ1) =

L-glutamate transmembrane transport (CMC2; EAA2; EAA3) =
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