Table S7. Effect estimates of the associations of GERD with 10 bacterial traits in the heterogeneity analysis.
	Gut microbiota(exposure)
	Outcome
	Method
	 Q
	Q_df 
	Q_pval
	I2

	class Mollicutes
	GERD
	MR Egger
	6.00740 
	3.00000 
	0.11125 
	0.50062 

	
	GERD
	IVW
	6.74689 
	4.00000 
	0.14988 
	0.40713 

	family Bifidobacteriaceae
	GERD
	MR Egger
	7.70526 
	7.00000 
	0.35930 
	0.09153 

	
	GERD
	IVW
	9.41830 
	8.00000 
	0.30825 
	0.15059 

	family Christensenellaceae
	GERD
	MR Egger
	1.22831 
	5.00000 
	0.94213 
	3.07062 

	
	GERD
	IVW
	1.31635 
	6.00000 
	0.97075 
	3.55807 

	family ClostridialesvadinBB60group
	GERD
	MR Egger
	2.60745 
	5.00000 
	0.76023 
	0.91758 

	
	GERD
	IVW
	2.79665 
	6.00000 
	0.83390 
	1.14542 

	genus ChristensenellaceaeR.7group
	GERD
	MR Egger
	1.03822 
	3.00000 
	0.79201 
	1.88956 

	
	GERD
	IVW
	2.09806 
	4.00000 
	0.71773 
	0.90652 

	genus Coprococcus2
	GERD
	MR Egger
	3.41425 
	5.00000 
	0.63640 
	0.46445 

	
	GERD
	IVW
	3.49261 
	6.00000 
	0.74495 
	0.71791 

	genus LachnospiraceaeUCG004
	GERD
	MR Egger
	16.27796 
	6.00000 
	0.01234 
	0.63140 

	
	GERD
	IVW
	16.27850 
	7.00000 
	0.02269 
	0.56998 

	order Bifidobacteriales
	GERD
	MR Egger
	7.70526 
	7.00000 
	0.35930 
	0.09153 

	
	GERD
	IVW
	9.41830 
	8.00000 
	0.30825 
	0.15059 

	phylum Actinobacteria
	GERD
	MR Egger
	6.91558 
	9.00000 
	0.64591 
	0.30141 

	
	GERD
	IVW
	7.69480 
	10.00000 
	0.65862 
	0.29958 

	phylum Tenericutes
	GERD
	MR Egger
	5.96231 
	3.00000 
	0.11346 
	0.49684 

	
	GERD
	IVW
	6.76095 
	4.00000 
	0.14907 
	0.40837 



