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[bookmark: OLE_LINK1][bookmark: _Hlk244360597]Fig. S1 Principal component analysis (PCA) of the transcriptome and LD proteome in BAT and liver. (A) PCA plot of the BAT and liver transcriptome. PC1 and PC2 explain 41.2% and 10.36% of the total variance, respectively. Samples: BAT-C, BAT control; BAT-T, BAT under GS; Liver-C, liver control; Liver-T, liver under GS. (B) Heatmap of transcriptome sample similarity based on PCA in (A). Red/yellow and green indicate higher and lower similarity, respectively. (C) PCA plot of the BAT and liver LD proteome. PC1 and PC2 explain 46.84% and 9.72% of the total variance, respectively. Sample labeling as in (A). (D) Heatmap of LD proteome sample similarity based on PCA in (C). Color scheme as in (B).
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