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biological process

ID Identified Term Nearest GS ID

O all

Nearest GS Term Shortest Distance*

G0:0030949 positive regulation of GO:0007169
vascular endothelial
growth factor receptor
signaling pathway

G0:0008219 cell death G0:0030154

G0:0001502 cartilage G0:0007155
condensation

G0:0006950 response to stress  G0O:0050896

G0:0048523 negative regulation
of cellular process

transmembrane 3
receptor protein

tyrosine kinase

signaling pathway

cell differentiation 2
cell adhesion 2

response to stimulus

* Number of between Nodes +1



