Description of Additional Supplementary Files
Supplementary Data 1
Description:
Top 92 differentially expressed genes (DEGs) in tibialis anterior muscle showing the strongest correlation with TA muscle weight (|r| > 0.75).
Supplementary Data 2
Description:
Differentially expressed genes associated with mitochondrial respiration, oxidative phosphorylation, and ATP production pathways in white adipose tissue.
[bookmark: OLE_LINK1]Supplementary Data 3
Description:
thematicGO keyword-based classification framework used for grouping Gene Ontology (GO) terms into higher-level biological themes.
Supplementary Data 4
Description:
Raw metabolic cage locomotor tracking data (ZIP archive) containing full movement trajectories of mice during metabolic cage assessment.
Supplementary Data 5
Description:
Raw locomotor wheel-running activity measurements corresponding to Figure 1C.
Supplementary Data 6
Description:
Raw ambulatory activity data corresponding to Figure 1D.
Supplementary Data 7
Description:
GraphPad Prism raw datasets for Figures 1d,f,h and Supplemental Figures S3a,b,c and S5a (week 4 metabolic cage assessments).
Supplementary Data 8
Description:
GraphPad Prism raw datasets for Figures 1e,g,h and Supplemental Figures S3d,e,f and S5b (week 8 metabolic cage assessments).
Supplementary Data 9
Description:
Raw survival data corresponding to Supplemental Figure S1D.

