	Exposure
	Used SNPs
	Wald ratio
	inverse variance weighted method
	Weighted median method
	MR-Egger method
	Cochrane's Q test
	Pleiotropy
	MR-PRESSO

	
	
	
	OR(95% CI)
	P-value
	OR(95% CI)
	P-value
	OR(95% CI)
	P-value
	OR(95% CI)
	P-value
	Q
	P-value
	MR-Egger intercept
	se
	P-value
	Raw
	Outliers

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	casual estimate
	sd
	P-value
	

	ebi-a-GCST90016956
	family Veillonellaceae id.2172
	19
	NA
	NA
	0.813(0.734-0.901)
	0.0000799
	0.788(0.682-0.911)
	0.00131
	0.845(0.687-1.041)
	0.132
	12.908
	0.797
	-0.00348
	0.00824
	0.678
	-0.207
	0.0444
	0.000196
	NA

	ebi-a-GCST90017009
	genus Family XIII UCG001 id.11294
	8
	NA
	NA
	1.188(1.011-1.396)
	0.0359
	1.159(0.953-1.409)
	0.139
	1.640(1.018-2.642)
	0.0882
	7.573
	0.372
	-0.0286
	0.0204
	0.211
	0.172
	0.0822
	0.0741
	NA

	ebi-a-GCST90017007
	genus Faecalibacterium id.2057
	10
	NA
	NA
	0.870(0.764-0.990)
	0.0353
	0.855(0.722-1.013)
	0.0709
	0.901(0.699-1.160)
	0.441
	4.684
	0.861
	-0.0042
	0.0134
	0.763
	-0.139
	0.0478
	0.0171
	NA

	ebi-a-GCST90017029
	genus Lachnospira id.2004
	1
	2.003（1.466-2.540）
	0.0112
	NA
	NA
	NA
	NA
	NA
	NA
	NA
	NA
	NA
	NA
	NA
	NA
	NA
	NA
	NA

	ebi-a-GCST90017022
	genus Lachnospiraceae NC2004 group id.11316
	9
	NA
	NA
	0.896(0.806-0.996)
	0.0419
	0.917(0.798-1.053)
	0.218
	0.861(0.559-1.324)
	0.517
	4.743
	0.785
	0.00475
	0.0253
	0.856
	-0.11
	0.0416
	0.0296
	NA

	ebi-a-GCST90017012
	genus Gordonibacter id.821
	10
	NA
	NA
	1.091(1.009-1.181)
	0.0298
	1.064(0.960-1.179)
	0.238
	1.107(0.807-1.519)
	0.546
	3.441
	0.944
	-0.00222
	0.0241
	0.929
	0.0873
	0.0248
	0.00657
	NA

	ebi-a-GCST90017011
	genus Fusicatenibacter id.11305
	18
	NA
	NA
	0.863(0.751-0.993)
	0.0394
	0.821(0.690-0.976)
	0.0258
	0.739(0.434-1.258)
	0.281
	20.651
	0.242
	0.0109
	0.0183
	0.558
	-0.146
	0.0711
	0.055
	NA

	ebi-a-GCST90016948
	family Prevotellaceae id.960
	15
	NA
	NA
	1.134(1.003-1.282)
	0.0455
	1.183(0.989-1.416)
	0.0657
	1.346(0.868-2.086)
	0.207
	11.344
	0.659
	-0.0125
	0.0156
	0.439
	0.126
	0.0566
	0.0433
	NA


Table 2 The results of Mendelian randomization analyses

OR: Odds ratio; SNPs: Single-nucleotide polymorphisms; CI: Confidence interval; NA: Not available;The Wald ratio method is used when only one SNP is included. The MR-PRESSO method did not detect outliers.
