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Supplementary Table S11. Primers used for gene expression quantification by qPCR. 

Primer Name Sequencea 

ATF3-RT-Fw 5'- TCA GTC ACG AAA GCC GAG GTA -3' 

ATF3-RT-Rv 5'- GGC GGC GGC AAT CTT ATT -3' 

CRYAB-RT-Fw 5'- AGG AAC TCA AGG TCA AGG TGT TG -3' 

CRYAB-RT-Rv 5'- ATG TTC ATC CTG GCG CTC TT -3' 

HSPB8-RT-Fw 5'- GGC AAA CAC GAG GAG AAG CA -3' 

HSPB8-RT-Rv 5'- CAC CTC TGC AGG AAG CTG AAT T -3' 

HSPH1-RT-Fw 5'- TGG TGG AGT TGG AAT AAA GGT CAT -3' 

HSPH1-RT-Rv 5'- TGG CTG TTA TCT GCT CCA CAC T -3' 

HPRT1-RT-Fw 5'- TCA TTA TGC CGA GGA TTT GGA -3' 

HPRT1-RT-Rv 5'- CTC TTT CAT CAC ATC TCG AGC AA -3' 

ACTB-RT-Fw 5'- CAA GGA CCT CTA CGC CAA CAC -3' 

ACTB-RT-Rv 5'- TGG AGG CGC GAT GAT CTT -3' 

 



Supplementary Figure S1. Co-expression patterns among STIP1, HSPA2, HSPA4L, HSPH1, DNAJA1  

and DNAJB1 within and across liver and duodenum tissues. 

 


