
Description of Additional supplementary files 

Supplementary Data 1 (XLSX): List of differential transcripts from DESeq2 and JTK Cycle Analyses.  

Supplementary Data 2 (XLSX): Summary statistics of identified cell types from singlenucleus multiome 

dataset. In hepatocytes, includes the results of MAST-based differential gene expression and the 

Differentially Accessible Regions (DARs) analyses.  

Supplementary Data 3 (XLSX): GR, and FOXO1 annotated ChIP-Seq peaks in ctrl. and cal. res. livers.  

Supplementary Data 4 (XLSX): GR-enriched proteins from ChIP-MS in ctrl. and cal. res. conditions. 

Includes additional protein clustering based on enrichment patterns and comparative enrichment 

visualization. 


