Table S4 Effect estimates of the associations between 10 bacterial traits and the risk of GERD in MR analysis.
	Gut microbiota(exposure)
	Outcome
	Method
	N.SNP
	P-value
	OR
	Low95% CI
	High95% CI

	class Mollicutes
	GERD
	MR Egger
	5
	0.74856 
	0.87779 
	0.42420 
	1.81636 

	
	
	Weighted median
	5
	0.00391 
	1.15466 
	1.04720 
	1.27314 

	
	
	IVW
	5
	0.03933 
	1.09759 
	1.00456 
	1.19924 

	
	
	Simple mode
	5
	0.11959 
	1.17367 
	1.00115 
	1.37591 

	
	
	Weighted mode
	5
	0.12496 
	1.17367 
	0.99801 
	1.38024 

	family Bifidobacteriaceae
	GERD
	MR Egger
	9
	0.13229 
	0.68491 
	0.44310 
	1.05869 

	
	
	Weighted median
	9
	0.01675 
	0.90053 
	0.82644 
	0.98125 

	
	
	IVW
	9
	0.00209 
	0.90095 
	0.84304 
	0.96283 

	
	
	Simple mode
	9
	0.11913 
	0.87726 
	0.75728 
	1.01626 

	
	
	Weighted mode
	9
	0.11386 
	0.88295 
	0.76953 
	1.01308 

	family Christensenellaceae
	GERD
	MR Egger
	7
	0.28064 
	0.89405 
	0.74562 
	1.07201 

	
	
	Weighted median
	7
	0.02632 
	0.91150 
	0.83994 
	0.98915 

	
	
	IVW
	7
	0.01100 
	0.91719 
	0.85808 
	0.98039 

	
	
	Simple mode
	7
	0.13979 
	0.90441 
	0.80555 
	1.01539 

	
	
	Weighted mode
	7
	0.15619 
	0.90649 
	0.80501 
	1.02076 

	family ClostridialesvadinBB60group
	GERD
	MR Egger
	7
	0.24395 
	0.91534 
	0.80270 
	1.04379 

	
	
	Weighted median
	7
	0.16110 
	0.95288 
	0.89067 
	1.01943 

	
	
	IVW
	7
	0.02260 
	0.94006 
	0.89142 
	0.99136 

	
	
	Simple mode
	7
	0.65851 
	0.97545 
	0.87838 
	1.08325 

	
	
	Weighted mode
	7
	0.60118 
	0.97323 
	0.88378 
	1.07174 

	genus ChristensenellaceaeR.7group
	GERD
	MR Egger
	5
	0.69517 
	1.06633 
	0.79658 
	1.42743 

	
	
	Weighted median
	5
	0.43368 
	0.95681 
	0.85670 
	1.06862 

	
	
	IVW
	5
	0.04922 
	0.92061 
	0.84776 
	0.99972 

	
	
	Simple mode
	5
	0.62347 
	0.96294 
	0.83767 
	1.10694 

	
	
	Weighted mode
	5
	0.63445 
	0.96294 
	0.83376 
	1.11214 

	genus Coprococcus2
	GERD
	MR Egger
	7
	0.93799 
	0.97534 
	0.53609 
	1.77448 

	
	
	Weighted median
	7
	0.09278 
	1.06717 
	0.98926 
	1.15121 

	
	
	IVW
	7
	0.04045 
	1.06195 
	1.00262 
	1.12480 

	
	
	Simple mode
	7
	0.25855 
	1.06740 
	0.96347 
	1.18255 

	
	
	Weighted mode
	7
	0.25482 
	1.07054 
	0.96275 
	1.19039 

	genus LachnospiraceaeUCG004
	GERD
	MR Egger
	8
	0.57804 
	0.90093 
	0.63626 
	1.27569 

	
	
	Weighted median
	8
	0.04591 
	0.90691 
	0.82395 
	0.99823 

	
	
	IVW
	8
	0.02867 
	0.90311 
	0.82432 
	0.98944 

	
	
	Simple mode
	8
	0.17984 
	0.86992 
	0.72422 
	1.04494 

	
	
	Weighted mode
	8
	0.24275 
	0.90594 
	0.77837 
	1.05441 

	order Bifidobacteriales
	GERD
	MR Egger
	9
	0.13229 
	0.68491 
	0.44310 
	1.05869 

	
	
	Weighted median
	9
	0.01651 
	0.90053 
	0.82660 
	0.98106 

	
	
	IVW
	9
	0.00209 
	0.90095 
	0.84304 
	0.96283 

	
	
	Simple mode
	9
	0.09667 
	0.87726 
	0.76540 
	1.00547 

	
	
	Weighted mode
	9
	0.12338 
	0.88295 
	0.76629 
	1.01736 

	phylum Actinobacteria
	GERD
	MR Egger
	11
	0.28365 
	0.76044 
	0.47490 
	1.21765 

	
	
	Weighted median
	11
	0.11158 
	0.93829 
	0.86748 
	1.01488 

	
	
	IVW
	11
	0.03069 
	0.93855 
	0.88609 
	0.99412 

	
	
	Simple mode
	11
	0.09725 
	0.87864 
	0.76491 
	1.00927 

	
	
	Weighted mode
	11
	0.12944 
	0.89520 
	0.78504 
	1.02081 

	phylum Tenericutes
	GERD
	MR Egger
	5
	0.73039 
	0.86861 
	0.41867 
	1.80210 

	
	
	Weighted median
	5
	0.00282 
	1.15594 
	1.05108 
	1.27127 

	
	
	IVW
	5
	0.04001 
	1.09759 
	1.00426 
	1.19959 

	
	
	Simple mode
	5
	0.11567 
	1.17402 
	1.00348 
	1.37356 

	
	
	Weighted mode
	5
	0.12827 
	1.17402 
	0.99608 
	1.38375 


Abbreviations: GERD, gastroesophageal reflux disease; IVW, inverse variance weighted; SNP, single nucleotide polymorphisms; CI, confidence interval; MR, mendelian randomization.
