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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
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- A description of any restrictions on data availability
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Methods
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ChIP-seq

Flow cytometry

MRI-based neuroimaging

Antibodies
Antibodies used

FlowJoTM version 10.7.

Quantification of intestinal lipid droplets was done in FIJI ImageJ 1.51.

Sequencing data associated with this study have been deposited to the Gene Expression Omnibus and are accessible by accession codes GSE74228, GSE182348, and
GSE152056. Metabolomic source data are provided in the Supplementary Information of the paper. All figures have associated source data. Other data used in this
study are available from the corresponding author upon reasonable request.

The number of animals in the experiments was calculated based on power calculation of 0.8, based on previous related experiments.

No data has been excluded.

All animal experiments were repeated at least two times with similar results. RNASeq projects were performed once.

The animals and samples were randomly assigned between the control and treatment groups.

The animal experimentations were not blinded to the genotype and the treatment. Blinding was not possible because animals were readily
identifiable by different food, temperature treatment, or genotyping marks, as well as practical reasons of colony maintenance and
experiment planing.

For histological experiments, researchers were blinded to group allocation during processing and quantification of the sample.

PLIN2 (guinea pig, 1:1000, MyBioSource, MBS534652), !-tubulin (1:5000, Sigma Aldrich #T6557), GDH (rabitt, 1:1000, Cell Signalling,
#12793,). GAPDH (rabbit, 1:1000, abcam, ab9485), PCNA (mouse, 1:500, origene, TA309795), PEPCK (1:1000, sc-74825, Santa Cruz).

For FACS: CD45-PE (eBioscience, 30-F11), CD31-PE (Biolegend, Mec13.3), Ter119-PE (Biolegend, Ter119), CD24-Pacific Blue
(Biolegend, M1/69), and EPCAM-APC (eBioscience, G8.8), dilution of each 1:1000.




