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Supplementary Table: Differential gene expression of C. glutamicum wild type grown in glucose 
containing CGXII minimal medium supplemented with 250 mM MMA or 125 mM (NH4)2SO4.  

Gene  
IDab 

Gene 
nameb Gene annotationb 

mRNA level 
(MMA/(NH4)2SO4)c 

cg0759 prpD2  2-Methylcitrate dehydratase, involved in propionate catabolism 5.0 

cg0762 prpC2  2-Methylcitrate synthase, involved in propionate catabolism 2.7 

cg0801 -  Hypothetical protein 2.7 

cg2566 -  Putative secreted protein 0.3 

cg3402 -  Putative Hg2
+ permease, MerTP-family 2.7 

a Genes shown are sorted to their identifiers. 
b Gene ID, name and annotation are according to BX927147 
c Differential gene expression as calculated for two biological replicates. Values listed were 

selected for P < 0.05 and at least twofold change of the RNA level. 


