
Extended data 

 

Extended data, Table 1:  

Core circadian clock gene set consisting of both circadian activators and repressors  

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Extended data figure 1  

multi-factor analysis (MOFA) and the 10 latent gene expression factors that captured most of the 
variance in the dataset 
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Extended data Figure 2: 

MOFA factor–trait correlation heatmap showing Pearson correlation coefficients between latent 
factors (Factors 1–10) and metabolic/clinical measures; color scale ranges from −1 (negative) to +1 
(positive).   
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Extended data Figure 3: 

Downregulated genes in factor 1 were involved in processes such as amino acid metabolism, lipid 
homeostasis, and responses to glucose and insulin  
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Extended data Figure 4  

We observed a non-significant increase in immune cell proportions in men with KS, mainly driven by 
higher inferred levels of NK cells and macrophages/monocytes  
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Extended data Figure 5 

Upregulated Factor 6 genes were enriched in pathways related to steroid, hormone, and lipid 
metabolism  

 

 

GO_REGULATION_OF_INTRACELLULAR_PROTEIN_TRANSPORT
GO_NEGATIVE_REGULATION_OF_PEPTIDE_SECRETION

GO_PURINE_CONTAINING_COMPOUND_METABOLIC_PROCESS
GO_ORGANIC_HYDROXY_COMPOUND_METABOLIC_PROCESS

GO_MALE_SEX_DIFFERENTIATION
GO_ALCOHOL_BIOSYNTHETIC_PROCESS

GO_LOCOMOTORY_BEHAVIOR
GO_NEGATIVE_REGULATION_OF_HORMONE_SECRETION

GO_GLYCOSYL_COMPOUND_METABOLIC_PROCESS
GO_REGULATION_OF_TRIGLYCERIDE_METABOLIC_PROCESS

GO_REGULATION_OF_PROTEIN_TARGETING
GO_REGULATION_OF_STEROID_BIOSYNTHETIC_PROCESS

GO_STEROID_METABOLIC_PROCESS
GO_REGULATION_OF_LIPID_BIOSYNTHETIC_PROCESS

GO_REGULATION_OF_AUTOPHAGY
GO_REGULATION_OF_STEROID_METABOLIC_PROCESS

GO_ADULT_BEHAVIOR
GO_RESPONSE_TO_NUTRIENT

GO_RESPONSE_TO_XENOBIOTIC_STIMULUS
GO_ADULT_LOCOMOTORY_BEHAVIOR

0 2 4 6
−log(p)

Pa
th

wa
y

Negative enrichment − Factor 6


