
Table IV. CAT8-dependent genes with promoters containing CSRE’s. 
 

This work Haurie et al.,This work Haurie et al. 
YGL188C PRM4 TIM17 
YNL194C MLS1 CAT2 
SDH1 REG2 CUP1B 
AAC3 YAT2 *JEN1 
MSS51 FBP1 YFR039C 
TUF1 CWP1 YNR002C 
ATP2 ACH1 *PUT4 
YER067W CRC1 CUP1A 
YSP3 MDH2 DAL81 
MEF1 ICL1 STL1 
FUM1 PCK1 YGL128C 
FIL1 YGR067C  
YLR218C SFC1  
YDL241W *ADY2  
YOR084W ALD6  
YME1 DLD1  
COT1 SIP4  
YPR021C *ACS1  
IDH1 IDP2  
GDH2   
PET123   
YNR022C   
HHF2   
YKL187C   
*ADH2   
INO1   
*ALP1   
TPP1   
ADK2   
RKI1   
MSC6   
CAF17   
HMF1   
TOS9   
SAM2   
YDR384C   
YKR016W   



SAP4   
TOS4   
TSL1   
YBR230C   
ODC1   
PBI2   
UTR2   
CST13   
PGK1   
GAP1   
MRPL8   
CTR1   
HTB1   
YGL068W   

 
Genes in bold type have a CSRE within 600 bp of the translation start site that has previously 
been shown to be functional (Ref).  CAT2 is underlined to indicate that it had an expression ratio 
with an associated λ value just below the significance threshold.  JEN1 is in bold-italics type to 
indicate that it has a significant expression ratio in our array data and a functional CSRE site 
upstream of the translation start site.  However, its CSRE is farther than 600 bp from the start site 
causing it to be excluded from our binding site analysis. 


