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Antibodies
Antibodies used

The proteomic data were obtained using the Uniprot-Swissprot database (Uniprot, release 2015-02). Analyses of the data were done using IPA database and the
STRING database.

Proteomic data that support the finding of this study have been deposited in the repository PRIDE with the accession numbers PXD013478 (https://www.ebi.ac.uk/
pride/archive/PXD013478) and PXD019757 (https://www.ebi.ac.uk/pride/archive/PXD019757).

The sequencing data that support the finding of this study have been deposited in the the Gene expression Ommnibus with the accession number GSE75564
(https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE75564) and with the accession number GSE132536 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?
acc=GSE132536).

No method was used to estimate sample size

No data were excluded

All experiments were repeated and reproducibility confirmed. All experiments were done independently in most of the cases three times,
unless expressed in the figure legend. Proteomic studies were done once and four biological replicates were analyzed. For sequencing studies,
they were done once and three biological replicates were analyzed.

Random

This was not a blinded study, but mouse studies, indirect calorimetric studies, proteomic analyses and amino acid measurements were
performed by different researchers. For data acquisition and data analysis, blinding was not necessary or advised to reduce any bias of the
statistical analysis.

Primary antibodies were obtained from Cell Signaling Technologies (LKB1: clone D60C5, p-Ampk (T172), #50081; Ampk,#5831; Akt,
#9272; p-Akt (S473), #4060; Gys2,#3886), Abcam (Oat, ab137679; Agxt ab178708), and Santa Cruz (Gapdh FL-335;Got1,sc-515641),
p-Pygl (S15) was obtained from MRC PPU reagents and services.




