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60:0003682: chromatin binding

(60:0031252: cell leading edge

R-HSA-9006934: Signaling by Receptor Tyrosine Kinases
(60:0048729: tissue morphogenesis

GO 1903827: regulatlon of celllar protein localization

(60:0050839: cel adhesion molecule bindin
: : negative requlation of ntracelllar signal transduction

GO 0008134: transcription factor binding

60:0070848: response to growth factor

(60:0120035: regulation of plasma membrane bounded cell projection organization

(60:0001228: DNA-binding transcription activator actvity, RNA polymerase Ilspecfic

60:0001503: ossfication

(60:0018108: peptidy-tyrosine phosphorylation

s305200: Pathways in cancer

(60:0003712: transcription coregulator activity

(60:0043618: regulation of transcription from RNA polymerase II promoter in response to stress

(60:0080135: regulation of celllar response to tress

(60:0048771: tisue remodeling

R-HOA-1474244: Extracellular matrix organization
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