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Title of data: Table 5. Mendelian randomization estimates of subtype-specific kimchi intake (per 1-SD) on risk of reduced HDL-cholesterol.
Description of data: Men and women were analyzed together in a two-sample Mendelian randomization to assess the association of subtype-specific kimchi intake—Baechu kimchi, Kkakdugi/Mu kimchi, Nabak/Dongchimi, and other types—with the risk of reduced HDL-cholesterol. For each subtype, SNP instruments were selected from the corresponding exposure GWAS at p < 5×10⁻⁵ and LD-clumped at r² < 0.001. MR, Mendelian randomization; SNP, single nucleotide polymorphism; HDL-C, high-density lipoprotein cholesterol; OR, odds ratio; CI, confidence interval; SD, standard deviation; Q, Cochran’s Q statistic; SE, standard error.
	Baechu kimchi

	MR
	Heterogeneity
	Pleiotropy

	method
	Number of SNPs
	p
	OR (95% Cl)
	Q
	p
	Intercept
	SE
	p

	MR Egger
	86
	0.445 
	0.995 (0.981, 1.008)
	79.175 
	0.629 
	0.006 
	0.016 
	0.702 

	Weighted median
	86
	0.941 
	1.000 (0.992, 1.009)
	79.322 
	0.653 
	
	
	

	Inverse variance weighted
	86
	0.334 
	0.997 (0.991, 1.003)
	
	
	
	
	

	Simple mode
	86
	0.802 
	1.003 (0.981, 1.025)
	
	
	
	
	

	Weighted mode
	86
	0.783 
	1.003 (0.981, 1.026)
	
	
	
	
	

	Kkakdugi/Mu-kimchi

	MR
	Heterogeneity
	Pleiotropy

	method
	Number of SNPs
	p
	OR (95% Cl)
	Q
	p
	Intercept
	SE
	p

	MR Egger
	82
	0.660 
	1.005 (0.984, 1.026)
	82.074 
	0.415 
	-0.009 
	0.017 
	0.578 

	Weighted median
	82
	0.496 
	0.995 (0.982, 1.009)
	
	
	
	
	

	Inverse variance weighted
	82
	0.900 
	0.999 (0.990, 1.009)
	82.395 
	0.436 
	
	
	

	Simple mode
	82
	0.493 
	0.988 (0.953, 1.023)
	
	
	
	
	

	Weighted mode
	82
	0.517 
	0.989 (0.956, 1.023)
	　
	　
	　
	　
	　

	Nabak-kimchi/Dongchimi

	MR
	Heterogeneity
	Pleiotropy

	method
	Number of SNPs
	p
	OR (95% Cl)
	Q
	p
	Intercept
	SE
	p

	MR Egger
	83
	0.280 
	1.011 (0.991, 1.032)
	59.025 
	0.969 
	-0.015 
	0.018 
	0.413 

	Weighted median
	83
	0.584 
	1.004 (0.990, 1.019)
	
	
	
	
	

	Inverse variance weighted
	83
	0.457 
	1.004 (0.994, 1.015)
	59.704 
	0.970 
	
	
	

	Simple mode
	83
	0.857 
	0.997 (0.959, 1.035)
	
	
	
	
	

	Weighted mode
	83
	0.945 
	0.999 (0.962, 1.036)
	　
	　
	　
	　
	　

	Others

	MR
	Heterogeneity
	Pleiotropy

	method
	Number of SNPs
	p
	OR (95% Cl)
	Q
	p
	Intercept
	SE
	p

	MR Egger
	96
	0.171 
	1.024 (0.990, 1.059)
	86.235 
	0.703 
	-0.026 
	0.016 
	0.110 

	Weighted median
	96
	0.599 
	0.994 (0.972, 1.016)
	
	
	
	
	

	Inverse variance weighted
	96
	0.918 
	0.999 (0.984, 1.015)
	88.835 
	0.659 
	
	
	

	Simple mode
	96
	0.454 
	0.976 (0.917, 1.039)
	
	
	
	
	

	Weighted mode
	96
	0.543 
	0.981 (0.924, 1.043)
	　
	　
	　
	　
	　



