
Table S1: Phase I Detoxification genes  
 

 

Table S1: Effect of CSE on gene array studies of other genes belonging to Phase I detoxification such as 

NQO2, AKR1B1, AKR1C3 and CBR4. Data were expressed as mean ± SEM (fold change over control). 

*p<0.05, **p<0.01, ***p<0.001 vs. control. n=6 

 

Table S2: Phase II Detoxification genes  
 

 
 
Table S2: Effect of CSE on gene array studies of other genes belonging to Phase II detoxification related 

genes such as GSTA1 and GSTM2. Data were expressed as mean ± SEM (fold change over control). 

*p<0.05, **p<0.01, ***p<0.001 vs. control. n=6 

 

 
 
 
 
 
 
 
 
 
 



Table S3: Genes Involved in ABC Efflux Transporters  
 

 
 
Table S3: Effect of CSE on gene array studies of other genes belonging to ABC efflux transporters 

involved in cholesterol efflux. Data were expressed as mean ± SEM (fold change over control). *p<0.05 

vs. control. n=6  

 
 
 
Table S4: Genes Involved in NADPH Production 
 

 

Table S4: Effect of CSE on gene array studies of other genes belonging to NADPH production. Data 

were expressed as mean ± SEM (fold change over control). *p<0.05, **p<0.01, ***p<0.001 vs. control. 

n=6 

 

 

 

 



 

Table S5: Primer sequences used in real time qRT-PCR 

 

 

Table S5: This includes Forward and reverse primer sequences (5' -3') used in real time qRT-

PCR  

 


