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	Level
	Outcome
	Gene
	N
	(carrier)a
	b
	(SE)
	P-value

	Phylum
	Firmicutes
	CARD9
	182
	(155)
	-0.38
	(0.10)
	2.3x10-4

	Class
	Bacteroidia
	NOD2 
	182
	(36)
	-0.54
	(0.16)
	8.9x10-4

	Family
	Bacteroidaceae
	NOD2 
	182
	(36)
	-0.62
	(0.16)
	1.0x10-4

	Genus
	Bacteroides
	NOD2 
	182
	(36)
	-0.62
	(0.16)
	1.9x10-4

	
	Roseburia
	NOD2 
	182
	(36)
	-0.58
	(0.14)
	6.4x10-5

	Species
	Faecis
	NOD2 
	182
	(36)
	-0.59
	(0.16)
	2.3x10-4

	
	Prausnitzii
	NOD2 
	182
	(36)
	-0.56
	(0.16)
	4.0x10-4


aN is the count of individuals per sub-group, while carrier corresponds to the number of individuasl carrying a least one of the risk allele within that sub-group
bBeta coefficient are derived while using the allele associated with an increased risk of IBD as the coded allele. Outcomes were normalized and all have a variance of 1, while genetic variants were not transformed, so that beta coefficient correspond to the estimated change in the outcome mean per additional risk allele.

