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Tyrosine kinase receptors

• Ligand binding leads to dimerization, 
phosphorylation and activation of the 
receptor signaling pathways 

• This leads to proliferation and 
differentiation of cells
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Structure

Jennifer Stamos et al. J. Biol. Chem., Vol. 277, Issue 48, 46265-
46272, November 29, 2002



• The total sequence alignment showed 
almost no similarity

• The alignment of the kinase domains of the 
receptors did show a high similarity

• We also looked if there are similarities 
between the docking sites of the receptors 



Conclusions

• Multiple alignments of full length sequences is 
less informative than sequences of subdomains.

• Receptor tyrosine kinases share similar topology.
• ErbB family does not require phosphorylation of 

active site loop for full activation.
• Despite the remarkable differences in the kinase 

domain structure,  they perform the same action.
• Different  Bioinformatics tools give different 

results.
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