[bookmark: OLE_LINK4]Supporting Methods
Differential expression analysis
Differential expression analysis was performed using the DESeq2 Bioconductor package, which is based on a negative binomial model. Estimates of dispersion and logarithmic fold changes incorporate data-driven prior distributions. Genes with adjusted P (Padj) ≤ 0.05 were considered differentially expressed. 
GO and KEGG enrichment analysis
GOSeq (v1.34.1) was used to identify Gene Ontology (GO) terms enriched among genes with Padj ≤ 0.05. topGO was used to plot the directed acyclic graph (DAG). In-house scripts were used to enrich differentially expressed genes in KEGG pathways.
[image: ]
[bookmark: OLE_LINK19][bookmark: _Hlk244363784]Fig. S2 Transcriptomic and LD proteomic analyses of BAT under geomagnetic field shielding. (A) Transcriptome analysis of BAT from control and GS mice. (a) Volcano plot of differentially expressed genes. (b) GO enrichment analysis of differentially expressed genes. (c) KEGG pathway enrichment analysis of differentially expressed genes. (B) LD proteome analysis of BAT from control and GS mice. (a) Volcano plot of differentially expressed proteins. (b) GO enrichment analysis of differentially expressed proteins. (c) KEGG pathway enrichment analysis of differentially expressed proteins.
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[bookmark: OLE_LINK5][bookmark: _Hlk244363823]Fig. S3 Transcriptomic and LD proteomic analyses of liver under geomagnetic field shielding. (A) Transcriptome analysis of liver from control and GS mice. (a) Volcano plot of differentially expressed genes. (b) GO enrichment analysis of differentially expressed genes. (c) KEGG pathway enrichment analysis of differentially expressed genes. (B) LD proteome analysis of liver from control and GS mice. (a) Volcano plot of differentially expressed proteins. (b) GO enrichment analysis of differentially expressed proteins. (c) KEGG pathway enrichment analysis of differentially expressed proteins.
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