
Causal effects of gut microbiota on scoliosis

Table 1 MR estimates for the association between gut microbiota and Scoliosis. MR method, method used for Mendelian randomization analysis; nSNP, the number of SNPs selected for MR analysis; OR, odds ratio; OR-low, the lower limit of the confidence interval of OR; OR-high, the upper limit of the confidence interval of OR.
	Level
	Exposure
	MR method
	nSNP
	OR
	OR-low
	OR-high
	P-value

	order
	Mollicutes RF9
	MR Egger
	13
	2.146026
	0.6171339
	7.462606
	0.25500351

	order
	Mollicutes RF9
	Weighted median
	13
	1.417218
	0.8796256
	2.283365
	0.1518773

	order
	Mollicutes RF9
	Inverse variance weighted
	13
	1.484121
	1.0086558
	2.183713
	0.04509796

	order
	Mollicutes RF9
	Simple mode
	13
	1.408144
	0.6614325
	2.99784
	0.39208554

	order
	Mollicutes RF9
	Weighted mode
	13
	1.435081
	0.725491
	2.838707
	0.31977038

	genus
	Bilophila
	MR Egger
	13
	0.3337719
	0.02809411
	3.9653752
	0.4034062

	genus
	Bilophila
	Weighted median
	13
	0.5466563
	0.29830442
	1.0017722
	0.05066924

	genus
	Bilophila
	Inverse variance weighted
	13
	0.6088069
	0.37382919
	0.9914845
	0.04611175

	genus
	Bilophila
	Simple mode
	13
	0.4720084
	0.14159757
	1.5734164
	0.245112

	genus
	Bilophila
	Weighted mode
	13
	0.5268883
	0.17402389
	1.595248
	0.27906396

	genus
	Catenibacterium
	MR Egger
	4
	0.8102634
	0.008388756
	78.262721
	0.9363299

	genus
	Catenibacterium
	Weighted median
	4
	1.542112
	0.992695798
	2.395607
	0.05393234

	genus
	Catenibacterium
	Inverse variance weighted
	4
	1.5958028
	1.107961012
	2.298444
	0.01204771

	genus
	Catenibacterium
	Simple mode
	4
	1.4168283
	0.808203082
	2.483785
	0.31076973

	genus
	Catenibacterium
	Weighted mode
	4
	1.4080384
	0.800817383
	2.475686
	0.32013779

	genus
	Coprococcus2
	MR Egger
	8
	1.408307
	0.01085509
	182.70949
	0.89481125

	genus
	Coprococcus2
	Weighted median
	8
	2.143047
	1.06711901
	4.303784
	0.03214457

	genus
	Coprococcus2
	Inverse variance weighted
	8
	1.360555
	0.76768976
	2.411275
	0.29163854

	genus
	Coprococcus2
	Simple mode
	8
	2.455936
	0.70550615
	8.549353
	0.20086533

	genus
	Coprococcus2
	Weighted mode
	8
	2.420656
	0.70966638
	8.256801
	0.2007802

	genus
	Eubacterium eligens group
	MR Egger
	6
	0.1250411
	0.008920933
	1.7526506
	0.19759786

	genus
	Eubacterium eligens group
	Weighted median
	6
	0.474921
	0.206955988
	1.0898452
	0.07891977

	genus
	Eubacterium eligens group
	Inverse variance weighted
	6
	0.4684879
	0.23081191
	0.9509083
	0.03578419

	genus
	Eubacterium eligens group
	Simple mode
	6
	0.5317552
	0.158387076
	1.7852692
	0.35362395

	genus
	Eubacterium eligens group
	Weighted mode
	6
	0.490182
	0.151063579
	1.5905781
	0.28846773

	genus
	Eubacterium ventriosum group
	MR Egger
	15
	1.089312
	0.1888102
	6.284625
	0.925240045

	genus
	Eubacterium ventriosum group
	Weighted median
	15
	1.846501
	1.0749129
	3.171946
	0.026304056

	genus
	Eubacterium ventriosum group
	Inverse variance weighted
	15
	1.692376
	1.1421809
	2.507604
	0.008724147

	genus
	Eubacterium ventriosum group
	Simple mode
	15
	2.811029
	0.9799604
	8.063471
	0.075149593

	genus
	Eubacterium ventriosum group
	Weighted mode
	15
	2.78745
	0.963678
	8.062732
	0.079396727

	genus
	Lachnospiraceae FCS020 group
	MR Egger
	12
	1.814395
	0.6267731
	5.252344
	0.29770934

	genus
	Lachnospiraceae FCS020 group
	Weighted median
	12
	1.740227
	1.0128277
	2.990036
	0.04483969

	genus
	Lachnospiraceae FCS020 group
	Inverse variance weighted
	12
	1.591546
	1.068235
	2.371219
	0.0223425

	genus
	Lachnospiraceae FCS020 group
	Simple mode
	12
	2.496088
	1.0024819
	6.21503
	0.07512877

	genus
	Lachnospiraceae FCS020 group
	Weighted mode
	12
	2.477977
	0.9170933
	6.695469
	0.10109618

	genus
	Prevotella9
	MR Egger
	15
	0.4680446
	0.1969686
	1.1121861
	0.10927851

	genus
	Prevotella9
	Weighted median
	15
	0.687193
	0.4535988
	1.0410836
	0.07672202

	genus
	Prevotella9
	Inverse variance weighted
	15
	0.6868752
	0.5105647
	0.9240698
	0.01307301

	genus
	Prevotella9
	Simple mode
	15
	0.6480044
	0.3094901
	1.3567792
	0.26911676

	genus
	Prevotella9
	Weighted mode
	15
	0.7029154
	0.3717051
	1.3292528
	0.29649127

	genus
	Ruminiclostridium6
	MR Egger
	15
	2.050483
	0.8028679
	5.236827
	0.15724039

	genus
	Ruminiclostridium6
	Weighted median
	15
	1.276291
	0.7814107
	2.084589
	0.32975126

	genus
	Ruminiclostridium6
	Inverse variance weighted
	15
	1.47435
	1.010588
	2.150932
	0.04394051

	genus
	Ruminiclostridium6
	Simple mode
	15
	1.226206
	0.5175824
	2.905011
	0.65019525

	genus
	Ruminiclostridium6
	Weighted mode
	15
	1.226206
	0.5324933
	2.823664
	0.63920524

	genus
	Ruminococcaceae UCG009
	MR Egger
	12
	0.9783813
	0.2753956
	3.475836
	0.97370821

	genus
	Ruminococcaceae UCG009
	Weighted median
	12
	1.6603339
	1.0954315
	2.51655
	0.01686751

	genus
	Ruminococcaceae UCG009
	Inverse variance weighted
	12
	1.3934449
	1.0244035
	1.895433
	0.03454982

	genus
	Ruminococcaceae UCG009
	Simple mode
	12
	1.9455947
	0.9205587
	4.112001
	0.10914314

	genus
	Ruminococcaceae UCG009
	Weighted mode
	12
	1.9455947
	0.9804237
	3.860921
	0.0834604

	genus
	Ruminococcus2
	MR Egger
	15
	0.6880487
	0.2513309
	1.8836162
	0.47971292

	genus
	Ruminococcus2
	Weighted median
	15
	0.5386832
	0.3228839
	0.8987119
	0.01783877

	genus
	Ruminococcus2
	Inverse variance weighted
	15
	0.833241
	0.5553776
	1.2501234
	0.37809362

	genus
	Ruminococcus2
	Simple mode
	15
	0.5374991
	0.2255983
	1.2806185
	0.18281564

	genus
	Ruminococcus2
	Weighted mode
	15
	0.5221005
	0.260337
	1.0470622
	0.08854644
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