
 
 

Apo active EGFR Apo inactive EGFR ATP-bound active 

EGFR 
Principal structure 2GS2 [1] 2GS7 [1] 2ITX [2] 

 

Structures used to 

build missing loops 
 

1M14 [3] (723-725) 3W2S [4] (958-984) 2GS6 [1] (862-865) 

3W2S [4] (967-981) 4HJO [5] (848-850) 3W2S [4] (990-1001) 

 

 Numbers in bracket correspond to the range of amino acids missing from the principal 

structure which were then built using the indicated PDB structure. 
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