Table S6. Effect estimates of the associations of GERD with 10 bacterial traits in the pleiotropy analysis.
	Gut microbiota(exposure)
	Outcome
	Egger_intercept
	 se
	P-value

	class Mollicutes
	GERD
	0.01609 
	0.02647 
	0.58630 

	family Bifidobacteriaceae
	GERD
	0.01664 
	0.01334 
	0.25233 

	family Christensenellaceae
	GERD
	0.00169 
	0.00569 
	0.77862 

	family ClostridialesvadinBB60group
	GERD
	0.00251 
	0.00578 
	0.68171 

	genus ChristensenellaceaeR.7group
	GERD
	-0.01066 
	0.01035 
	0.37899 

	genus Coprococcus2
	GERD
	0.00596 
	0.02128 
	0.79074 

	genus LachnospiraceaeUCG004
	GERD
	0.00017 
	0.01188 
	0.98913 

	order Bifidobacteriales
	GERD
	0.01664 
	0.01334 
	0.25233 

	phylum Actinobacteria
	GERD
	0.01152 
	0.01305 
	0.40034 

	phylum Tenericutes
	GERD
	0.01680 
	0.02650 
	0.57117 



