Table S5. Effect estimates of the associations of GERD with 10 bacterial traits in the MR PRESSO analysis.
	Gut microbiota(exposure)
	Outcome
	Outlier test
	P-value
	OR
	Low95% CI
	High95% CI

	class Mollicutes
	GERD
	MR-PRESSO 
	0.10837 
	1.09759 
	1.00456 
	1.19924 

	family Bifidobacteriaceae
	GERD
	MR-PRESSO 
	0.01517 
	0.90095 
	0.84304 
	0.96283 

	family Christensenellaceae
	GERD
	MR-PRESSO 
	0.00162 
	0.91719 
	0.88901 
	0.94627 

	family ClostridialesvadinBB60group
	GERD
	MR-PRESSO 
	0.01562 
	0.94006 
	0.90658 
	0.97479 

	genus ChristensenellaceaeR.7group
	GERD
	MR-PRESSO 
	0.05323 
	0.92061 
	0.86725 
	0.97725 

	genus Coprococcus2
	GERD
	MR-PRESSO 
	0.03626 
	1.06195 
	1.01638 
	1.10957 

	genus LachnospiraceaeUCG004
	GERD
	MR-PRESSO 
	0.06487 
	0.90311 
	0.82432 
	0.98944 

	order Bifidobacteriales
	GERD
	MR-PRESSO 
	0.01517 
	0.90095 
	0.84304 
	0.96283 

	phylum Actinobacteria
	GERD
	MR-PRESSO 
	0.03347 
	0.93855 
	0.89237 
	0.98712 

	phylum Tenericutes
	GERD
	MR-PRESSO 
	0.10923 
	1.09759 
	1.00426 
	1.19959 



