Supplementary Table 1. Transcriptomic and proteomic features remaining significant after multiple-testing correction in the comparison between the Control and Sarcopenia groups
	
	Molecules
	Log2FC
	Raw P value
	[bookmark: _GoBack]q value

	Transcriptome
	SEC14L2
	1.311
	< 0.001
	0.006

	
	LILRB4
	1.381
	< 0.001
	0.031

	
	HACD4
	1.130
	< 0.001
	0.031

	
	CD180
	1.281
	< 0.001
	0.031

	
	TEAD1
	-1.188
	< 0.001
	0.035

	
	CD86
	1.257
	< 0.001
	0.041

	
	NIPAL2
	1.035
	< 0.001
	0.041

	
	TNFAIP8
	1.050
	< 0.001
	0.042

	
	ADCY9
	-1.130
	< 0.001
	0.049

	
	LY75
	1.203
	< 0.001
	0.049

	Protein
	SAT1
	1.636
	1.39 × 10⁻⁶
	0.0075


FC, fold change; FDR, false discovery rate



















Supplementary Table 2. Number of network nodes corresponding to the molecules identified through DIABLO multi-omics integration framework 
	Molecules
	Number of nodes

	RNA
	AGBL1
	12

	
	PLIN4
	11

	
	RETREG1
	11

	
	SGCG
	11

	
	MYH2
	10

	
	TP53I3
	6

	
	WIPF1
	6

	
	DNM3OS
	5

	
	FAP
	5

	
	GPC6
	5

	Protein
	MPST
	10

	
	SSH2
	10

	
	EMG1
	8

	
	LOXL2
	7

	
	CDKN1A
	7

	
	SAT1
	5

	
	BCLAF1
	5

	
	CA9
	5

	
	CENATAC
	5

	
	GAK
	5

	
	MDK
	5

	
	MMP13
	5

	
	SERPINB4
	5
















Supplementary Table 3. External validation results from public transcriptomic and proteomic datasets 
	
	Molecules
	AUC
	Sensitivity
	Specificity

	Transcriptome
	Optimal combination: FAP+DNM3OS+PLIN4+SGCG+AGBL1
	0.994
	0.933
	1

	
	FAP
	0.994
	0.933
	1

	
	DNM3OS
	0.794
	0.800
	0.792

	
	TP53I3
	0.717
	0.533
	0.958

	
	WIPF1
	0.643
	0.800
	0.500

	
	AGBL1
	0.612
	0.733
	0.542

	
	SGCG
	0.589
	0.867
	0.542

	
	MYH2
	0.581
	0.867
	0.500

	
	GPC6
	0.572
	0.800
	0.583

	
	RETREG1
	0.553
	0.467
	0.750

	
	PLIN4
	0.536
	1
	0.208

	Proteome
	BCLAF1
	0.611
	0.833
	0.500

	
	MPST
	0.500
	0.500
	0.833


Data obtained from ROC curve analysis.
* P < 0.05, ** P < 0.001 by ROC curve analysis







