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Supplementary Table 1. Oligonucleotide sequences for real-time qPCR. Oligonucleotides 

(Sigma-Aldrich) were designed using Primer Express 2.0 software (Applied Biosystems). 

Couples of primers have a Tm of 60°C, exhibit no amplification with genomic DNA, and the 

derivative from each dissociation curve of amplicons from cDNA exhibits a single specific peak. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

        
Gene NCBI Refseq Forward primer (5'-3') Reverse primer (5'-3')   

Col1a1 NM_007742 GGCTCCTGCTCCTCTTAGGG TCGGGTTTCCACGTCTCAC 
Fmo3 NM_008030 AAGAAAGGAAGACAAAGAAAAGGCA AGCTCCAATGATGGCCACTT 
Ppar-γ2 NM_011146 GATGCACTGCCTATGAGCACTT GAATGGCATCTCTGTGTCAACC 
Vnn1 NM_011704 ATGAGGTTTATGCCTTTGGAGC CCACAGGTGCGTAAATTGGTAG 



 

Supplementary Figure 1. Differential hepatic gene expression profiles by comparing 

Ppar-/-  to both WT and Pparhep-/- mice. (a) Number of differentially expressed genes by 

comparing Ppar-/-  to both WT and Pparhep-/- mice (adjusted p≤0.05) (b) Grey bars represent 

the top 15 induced and repressed genes specifically in WT mice compared to Ppar-/- mice fed 

a CTRL diet. Red bars represent the differentially expressed genes between Pparhep-/- and 

Ppar-/- mice fed a CTRL diet (p≤0.05). (c) Analysis of KEGG categories over-expressed in 

Pparα-/-mice compared to both WT mice and Pparαhep-/- mice fed a CTRL diet (p≤0.05). (d) 

Analysis of KEGG categories under-expressed in Pparα-/-mice compared to both WT mice 

and Pparαhep-/- mice fed a CTRL diet (p≤0.05). 



 

 

Supplementary Figure 2. Common changes in the hepatic gene expression profiles of 

WT, Pparhep-/-, Ppar-/- mice in response to HFD. (a) Venn diagram presenting the number 

of overlapping hepatic genes up-regulated (bold) and down-regulated (regular) in response to 

HFD in WT, Pparhep-/-, and Ppar-/- mice (adjusted p≤0.05) (b) Grey bars represent the top 15 

induced and repressed genes specifically in WT mice exposed to CTRL diet vs HFD. Red and 

blue bars represent the HFD-induced responses in Pparhep-/- and Ppar-/-, respectively. (c) 

Analysis of KEGG categories up-regulated in WT, Pparhep-/- and Ppar-/- mice fed a HFD vs. 

CTRL diet (p≤0.01). (d) Analysis of KEGG categories down-regulated in WT, Pparhep-/- and 

Ppar-/- mice fed a HFD (p≤0.01). 



 

 

 

 

 

Supplementary Figure 3. Identification of genes related to NF-kappa B, TNF, and TLR 

signalling pathways. The predicted gene‐gene interaction network (Search Tool for the 

Retrieval of Interacting Genes/StringV10) among genes significantly induced in Pparhep-/-, 

Ppar-/- mice (adjusted p≤0.05) fed a HFD. Genes coloured in red, blue, and green belong to 

the GO categories “NF-kappa B signalling pathway”, “TNF signaling pathway”, and “TLR 

signalling pathway” respectively. 



 

Supplementary Figure 4. Specific changes in liver gene expression profiles in Pparhep-

/- mice fed a HFD. (a) Venn diagram presenting the number of hepatic genes up-regulated 

(bold) and down-regulated (regular) in response to HFD in WT, Pparhep-/- and Ppar-/- mice 

(adjusted p-value; p≤0.05) (b) Red bars represent the top 15 induced and repressed genes in 

Pparhep-/- mice fed a HFD vs CTRL diet. Grey bars represent the gene expression profile in 

WT mice and blue bars the gene expression profile in Ppar-/- mice (c) Analysis of KEGG 

categories specifically down-regulated in Pparhep-/- mice fed a HFD (p≤0.01). 



 

 

Supplementary Figure 5. Specific changes in liver gene expression profiles in Ppar-/- 

mice fed a HFD. (a) Venn diagram presenting the number of hepatic genes up-regulated (bold) 

and down-regulated (regular) in response to HFD in WT, Pparhep-/- and Ppar-/- mice (adjusted 

p≤0.05). (b) Blue bars represent the top 15 induced and repressed genes in Ppar-/- mice fed 

a HFD vs. CTRL diet. Grey bars represent the gene expression profile in WT mice and red the 

gene expression profile in Pparhep-/- mice (c) Analysis of KEGG categories specifically up-

regulated in Ppar-/- mice fed a HFD (p≤0.001). 



 

 

 

 

 

 

Supplementary Figure 6. Liver metabolome discriminates whole-body Pparα deletion 

from hepatocyte-specific PPAR deletion in mice fed a HFD. Two-dimensional PLS-DA 

score plot of liver extract integrated 1H-NMR spectra. Each dot represents an observation 

(animal), projected onto first (horizontal axis) and second (vertical axis) PLS-DA variables. 

 

 

 


