
 

Figure S1.  Dynamic range of the proteomic analysis. The graphs show the dynamic range 

from proteomic experiments for MetI (A) and MetII (B). Regular (red circles), reverse (blue 

circles) and internal standard (yellow circle; arrow) proteins are indicated. The regular and 

reverse proteins were identified using regular and reverse genomic databases from Rattus 

norvegicus. The yeast protein enolase was used as an internal standard. 


