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Regulation of PTEN mRNA translation

Competing endogenous RNAs (ceRNAs) regulate PTEN translation
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CLEC7A (Dectin−1) induces NFAT activation

Establishment of Sister Chromatid Cohesion

Cohesin Loading onto Chromatin

ERKs are inactivated

S33 mutants of beta−catenin aren't phosphorylated

S37 mutants of beta−catenin aren't phosphorylated

S45 mutants of beta−catenin aren't phosphorylated

Signaling by CTNNB1 phospho−site mutants

Signaling by GSK3beta mutants

T41 mutants of beta−catenin aren't phosphorylated

Golgi Cisternae Pericentriolar Stack Reorganization

APC truncation mutants have impaired AXIN binding

AXIN missense mutants destabilize the destruction complex

Signaling by AMER1 mutants

Signaling by APC mutants

Signaling by AXIN mutants

Truncations of AMER1 destabilize the destruction complex

Signaling by Hippo

MET activates RAP1 and RAC1

MAPK3 (ERK1) activation

RAF−independent MAPK1/3 activation

Interleukin−6 signaling

Beta−catenin phosphorylation cascade

Mitotic Telophase/Cytokinesis

Antigen Presentation: Folding, assembly and peptide loading of class I MHC

Defective EXT1 causes exostoses 1, TRPS2 and CHDS

Defective EXT2 causes exostoses 2

Synthesis of PIPs at the early endosome membrane

Signaling by PDGFRA extracellular domain mutants

Signaling by PDGFRA transmembrane, juxtamembrane and kinase domain mutants
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