
 PHO4
 RAD30
 ASN1 
 YOR271C           || biological_process unknown 
 RHR2       || response to osmotic stress* 
 PDR16      || response to drug* 
 TAT2       || aromatic amino acid transport 
 MAE1       || pyruvate metabolism* 
 YKL030W           || biological_process unknown 
 ILV5       || mitochondrial genome maintenance* 
 GLY1       || threonine catabolism* 
 ISU2       || iron ion homeostasis* 
 BNA1       || nicotinamide adenine dinucleotide biosynthesis
 TMT1       || biological_process unknown 
 RIB5       || vitamin B2 biosynthesis 
 YIL121W           || biological_process unknown 
 LEU1       || leucine biosynthesis 
 BAT1       || branched chain family amino acid biosynthesis*
 ILV3       || branched chain family amino acid biosynthesis 
 ILV2       || branched chain family amino acid biosynthesis 
 OAC1       || sulfate transport* 
 ARG2       || arginine biosynthesis* 
 YBR043C           || biological_process unknown 
 BAP2       || amino acid transport 
 YKL121W           || biological_process unknown 
 YBR047W           || biological_process unknown 
 YHR029C           || biological_process unknown 
 YOR225W           || biological_process unknown 
 BIO3       || biotin biosynthesis 
 DRS2       || intracellular protein transport* 
 LSM6       || mRNA splicing 
 AMD2       || biological_process unknown 
 TRP3       || tryptophan biosynthesis 
 HIS7       || histidine biosynthesis 
 CDC60      || leucyl-tRNA aminoacylation 
 SNZ1       || pyridoxine metabolism* 
 YMR097C           || biological_process unknown 
 YLR349W           || biological_process unknown 
 SAM4       || sulfur amino acid metabolism 
 LEU9       || leucine biosynthesis 
 ARG3       || arginine biosynthesis* 
 ARG1       || arginine biosynthesis* 
 MET13      || protein biosynthesis* 
 PAN5       || biological_process unknown 
 DIC1       || dicarboxylic acid transport 
 YBL101W-B           || 

 

 YDR269C           || biological_process unknown 
 YJR029W           || 

 

 YAR009C           || 

 

 YBR012W-B           || 

 

 YBL101W-A           || 

 

 YBR012W-A           || 

 

 YAR010C           || 

 

 YJR028W           || 

 

 YJR026W           || 

 

 HIS4       || histidine biosynthesis 
 YML040W           || 

 

 YER160C           || 

 

 YER138C           || 

 

 YBL005W-A           || 

 

 YJR027W           || 

 

 YMR050C           || 

 

 YML045W           || 

 

 YHR214C-B           || 

 

 YMR051C           || 

 

 YMR046C           || 

 

 PDR3       || regulation of transcription from Pol II promot
 YML039W           || 

 

 YMR045C           || 

 

 YCL019W           || 

 

 YCL020W           || 

 

 ENB1       || ferric-enterobactin transport 
 YKL218C           || biological_process unknown 
 ACS2       || acetyl-CoA biosynthesis 
 DIP5       || amino acid transport 
 FET3       || high affinity iron ion transport 
 SIT1       || iron ion homeostasis* 
 FRE1       || iron ion transport* 
 FIT2       || siderochrome transport 
 FIT3       || siderochrome transport 
 IMD2       || GTP biosynthesis 
 IMD3       || GTP biosynthesis 
 YCLX09W           || 

 

 YAR075W           || biological_process unknown 
 ADH2       || fermentation* 
 ADH1       || fermentation 
 YAR074C           || 

 

 AGP1       || amino acid transport 
 GCV1       || one-carbon compound metabolism* 
 BAP3       || amino acid transport 
 YER064C           || biological_process unknown 
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Figure 7: Genes Highly Expressed in Leucine Chemostat
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