	GENUS
	C
	CD+
	p
	FDR

	Sutterella
	0.175
	2.851
	0.003
	0.362

	Oribacterium
	0.000
	0.012
	0.004
	0.362

	Ruminococcus
	31.420
	13.338
	0.006
	0.362

	Verrucomicrobiales (genus)
	0.000
	0.008
	0.008
	0.362

	Phyllobacterium
	0.001
	0.088
	0.008
	0.362

	Terrahaemophilus
	0.016
	0.136
	0.009
	0.362

	Ectothiorhodospira
	0.000
	0.003
	0.010
	0.362

	Thiobacter
	0.000
	0.003
	0.010
	0.362

	Sporocytophaga
	0.000
	0.005
	0.010
	0.362

	Chloroflexus
	0.012
	0.180
	0.010
	0.362

	Thermodesulfobium
	0.000
	0.003
	0.011
	0.362

	Haemophilus
	0.032
	0.355
	0.014
	0.386

	Roseburia
	4.366
	0.247
	0.016
	0.386

	Malikia
	0.000
	0.006
	0.016
	0.386

	Leptothrix
	0.001
	0.017
	0.016
	0.386

	Salmonella
	0.001
	0.005
	0.018
	0.407

	OD1 (genus)
	0.000
	0.003
	0.021
	0.434

	Denitratisoma
	0.000
	0.005
	0.022
	0.434

	Phascolarctobacterium
	0,041
	0.259
	0.023
	0.434

	Magnetobacterium
	0,001
	0.018
	0.024
	0.434

	Inquilinus
	0.000
	0.011
	0.027
	0.441

	Rhodospirillaceae (genus)
	0.000
	0.011
	0.027
	0.441

	Methylocystis
	0.000
	0.006
	0.028
	0.441

	Rickettsiella
	0.000
	0.006
	0.031
	0.449

	Micromonospora
	0.000
	0.006
	0.031
	0.449

	Acidithiobacillus
	0.001
	0.109
	0.035
	0.487

	Microbacteriaceae (genus)
	0.000
	0.013
	0.037
	0.491

	Atopobium
	0.007
	0.024
	0.038
	0.491

	Enterococcus
	0.118
	1.701
	0.043
	0.502

	Acidithiomicrobium
	0.001
	0.130
	0.043
	0.502

	Azospira
	0.000
	0.012
	0.043
	0.502

	Hyphomicrobium
	0.001
	0.121
	0.046
	0.520


Supplementary table 4 Bacterial genera with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls (C) and granuloma positive treatment naïve pediatric Crohn disease (CD+) patients. The numbers represent percent values of abundance. FDR: false dicovery rate
	GENUS
	C
	CD-
	p
	FDR

	Plesiomonas
	0.000
	0.009
	0.008
	1

	Aggregatibacter
	0.001
	0.012
	0.019
	1

	Mogibacterium
	0.006
	0.024
	0.041
	1

	Terrahaemophilus
	0.016
	0.077
	0.049
	1


Supplementary table 5 Bacterial genera with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls (C) and granuloma negative treatment naïve pediatric Crohn disease (CD-) patients. The numbers represent percent values of abundance. FDR: false dicovery rate
In the Baylor cohort, there was no significant difference in this comparison. 

	GENUS
	CD+
	CD-
	p
	FDR

	Ruminococcus
	13.338
	33.047
	0.021
	1

	Porphyromonas
	0.023
	0.000
	0.022
	1

	Roseburia
	0.247
	2.133
	0.046
	1

	Eggerthella
	0.055
	0.298
	0.050
	1

	Faecalibacterium
	4.026
	9.254
	0.073
	1


Supplementary table 6 Bacterial genera with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between granuloma positive (CD+) and granuloma negative treatment naïve pediatric Crohn disease (CD-) patients. The numbers represent percent values of abundance. FDR: false dicovery rate
	SPECIES
	C
	CD
	p
	FDR

	Eubacterium ramulus
	0.842
	0.082
	0.004
	0.520

	Oribacterium sinus
	0.000
	0.003
	0.013
	0.520

	Roseburia sp
	3.488
	0.764
	0.013
	0.520

	Terrahaemophilus aromaticivorans
	0.016
	0.108
	0.015
	0.520

	Sutterella sp
	0.168
	1.782
	0.017
	0.520

	Clostridium methoxybenzovorans
	0.001
	0.016
	0.018
	0.520

	Veillonella atypica
	0.005
	0.022
	0.020
	0.520

	Clostridium bolteae
	0.041
	0.161
	0.023
	0.520

	Succinispira sp
	0.000
	0.002
	0.024
	0.520

	Salmonella sp
	0.000
	0.003
	0.025
	0.520

	Clostridium symbiosum
	0.033
	0.104
	0.026
	0.520

	Bacteroides intestinalis
	0.003
	0.092
	0.034
	0.623

	Haemophilus sp
	0.025
	0.126
	0.044
	0.660

	Clostridium oroticum
	0.000
	0.003
	0.045
	0.660

	Subdoligranulum sp
	1.105
	0.302
	0.046
	0.660

	Streptococcus anginosus
	0.002
	0.019
	0.048
	0.660


Supplementary table 7 Bacterial species with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls (C) and treatment naïve pediatric Crohn disease (CD) patients. The numbers represent percent values of abundance. FDR: false dicovery rate
	SPECIES
	C
	CD+
	p
	FDR

	Salmonella sp
	0.000
	0.005
	0.001
	0.105

	Oribacterium sinus
	0.000
	0.005
	0.002
	0.105

	Streptococcus anginosus
	0.002
	0.035
	0.003
	0.105

	Sutterella sp
	0.168
	2.731
	0.004
	0.105

	Porphyromonas sp
	0.000
	0.005
	0.005
	0.105

	Ruminococcus sp
	30.822
	12.620
	0.006
	0.105

	Enterococcus faecalis
	0.027
	0.168
	0.007
	0.105

	Verrucomicrobiales sp
	0.000
	0.008
	0.008
	0.105

	Clostridium amygdalinum
	0.000
	0.003
	0.008
	0.105

	Phyllobacterium sp
	0.001
	0.088
	0.008
	0.105

	Slackia exigua
	0.000
	0.002
	0.008
	0.105

	Terrahaemophilus aromaticivorans
	0.016
	0.135
	0.009
	0.105

	Bacteroides intestinalis
	0.003
	0.080
	0.010
	0.105

	Clostridium bolteae
	0.041
	0.209
	0.010
	0.105

	Ectothiorhodospira sp
	0.000
	0.003
	0.010
	0.105

	Denitratisoma sp
	0.000
	0.003
	0.010
	0.105

	Thiobacter subterraneus
	0.000
	0.003
	0.010
	0.105

	Leptolyngbya boryana
	0.000
	0.003
	0.010
	0.105

	Chloroflexus sp
	0.012
	0.180
	0.010
	0.105

	Sporocytophaga sp
	0.000
	0.005
	0.010
	0.105

	Clostridium methoxybenzovorans
	0.001
	0.012
	0.011
	0.105

	Thermodesulfobium sp
	0.000
	0.003
	0.011
	0.105

	Slackia piriformis
	0.001
	0.052
	0.011
	0.105

	Clostridium sulfidigenes
	0.000
	0.002
	0.012
	0.106

	Oribacterium sp
	0.000
	0.007
	0.012
	0.106

	Clostridium perfringens
	0.019
	0.187
	0.013
	0.110

	Veillonella atypica
	0.005
	0.019
	0.015
	0.122

	Leptothrix sp
	0.001
	0.017
	0.016
	0.126

	Haemophilus sp
	0.025
	0.184
	0.017
	0.129

	Actinomyces sp
	0.038
	0.236
	0.020
	0.135

	OD1 uncultured
	0.000
	0.003
	0.021
	0.135

	Citrobacter freundii
	0.000
	0.009
	0.021
	0.135

	Anoxybacillus kualawohkensis
	0.000
	0.005
	0.022
	0.135

	Zoogloea sp
	0.002
	0.025
	0.022
	0.135

	Roseburia sp
	3.488
	0.141
	0.023
	0.135

	Eubacterium ramulus
	0.842
	0.045
	0.023
	0.135

	Janthinobacterium sp
	0.001
	0.013
	0.023
	0.135

	Magnetobacterium sp
	0.001
	0.018
	0.024
	0.135

	Granulicatella adiacens
	0.005
	0.053
	0.024
	0.135

	Rhodospirillaceae sp
	0.000
	0.011
	0.027
	0.149

	Methylocystis sp
	0.000
	0.006
	0.028
	0.150

	Collinsella aerofaciens
	0.125
	0.866
	0.030
	0.153

	Acidithiobacillus sp
	0.001
	0.026
	0.030
	0.153

	Rickettsiella sp
	0.000
	0.006
	0.031
	0.155

	Clostridium xylanolyticum
	0.039
	0.183
	0.032
	0.156

	Veillonella dispar
	0.007
	0.073
	0.033
	0.158

	Micromonospora sp
	0.000
	0.004
	0.036
	0.163

	Microbacteriaceae sp
	0.000
	0.013
	0.037
	0.163

	Enterococcus casseliflavus
	0.001
	0.032
	0.037
	0.163

	Escherichia coli
	0.197
	1.208
	0.037
	0.163

	Phascolarctobacterium faecium
	0.023
	0.222
	0.038
	0.164

	Azospira sp
	0.000
	0.004
	0.039
	0.165

	Clostridium symbiosum
	0.033
	0.113
	0.040
	0.166

	Clostridium viride
	0.003
	0.013
	0.041
	0.166

	Bacteroides capillosus
	0.008
	0.062
	0.042
	0.166

	Aggregatibacter segnis
	0.000
	0.011
	0.043
	0.166

	Acidithiomicrobium sp
	0.001
	0.130
	0.043
	0.166

	Hyphomicrobium sp
	0.001
	0.121
	0.046
	0.172

	Bacteroides salyersiae
	0.026
	0.212
	0.046
	0.172

	Eubacterium siraeum
	0.004
	0.019
	0.048
	0.176

	Nitrospira sp
	0.000
	0.019
	0.049
	0.177


Supplementary table 8 Bacterial species with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls (C) and granuloma positive treatment naïve pediatric Crohn disease (CD+) patients.  The numbers represent percent values of abundance. FDR: false dicovery rate
	SPECIES
	C
	CD-
	p
	FDR

	Clostridium oroticum
	0.000
	0.005
	0.004
	0.264

	Dorea formicigenerans
	0.000
	0.022
	0.005
	0.264

	Clostridium lactatifermentans
	0.015
	0.223
	0.006
	0.264

	Succinispira sp
	0.000
	0.003
	0.006
	0.264

	Citrobacter braakii
	0.000
	0.005
	0.006
	0.264

	Clostridium nexile
	0.189
	6.337
	0.016
	0.440

	Ruminococcus gnavus
	0.501
	3.670
	0.016
	0.440

	Clostridium methoxybenzovorans
	0.001
	0.021
	0.017
	0.440

	Plesiomonas shigelloides
	0.000
	0.008
	0.018
	0.440

	Fusobacterium periodonticum
	0.003
	0.014
	0.020
	0.440

	Streptococcus australis
	0.011
	0.053
	0.025
	0.471

	Dialister pneumosintes
	0.000
	0.060
	0.027
	0.471

	Klebsiella granulomatis
	0.002
	0.017
	0.030
	0.471

	Veillonella atypica
	0.005
	0.026
	0.030
	0.471

	Eubacterium fissicatena
	0.059
	0.178
	0.033
	0.484

	Dialister sp
	0.020
	0.428
	0.047
	0.599

	Haemophilus parainfluenzae
	0.001
	0.013
	0.049
	0.599

	Terrahaemophilus aromaticivorans
	0.016
	0.077
	0.049
	0.599


Supplementary table 9 Bacterial species with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls and granuloma negative treatment naïve pediatric Crohn disease (CD-) patients. The numbers represent percent values of abundance. FDR: false dicovery rate
	GENUS
	C
	CD
	p
	FDR

	Roseburia
	7.088
	1.369
	0.004
	1

	Polaribacter
	0.008
	0.000
	0.013
	1

	Rhodoferax
	0.005
	0.001
	0.020
	1

	Eubacterium
	8.945
	3.191
	0.024
	1

	Actinomycetales (genus)
	0.002
	0.000
	0.032
	1

	Brachybacterium
	0.003
	0.000
	0.035
	1

	Bergeyella
	0.004
	0.000
	0.036
	1

	Anaerostipes
	0.059
	0.008
	0.038
	1

	Dermabacter
	0.018
	0.000
	0.038
	1

	Comamonas
	0.006
	0.000
	0.039
	1

	Ilumatobacter
	0.003
	0.000
	0.040
	1

	Bacteroidaceae (genus)
	0.004
	0.000
	0.042
	1

	Lachnospira
	0.247
	0.018
	0.045
	1


Supplementary table 10 Baylor cohort only of bacterial genera with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls (C) and treatment naïve pediatric Crohn disease (CD) patients. The numbers represent percent values of abundance. Bold style (Roseburia and Eubacterium) represents genera, which significantly differed between the groups of comparison both in the combined and select (Baylor only) data analyses. FDR: false dicovery rate
	GENUS
	C
	CD+
	p
	FDR

	Roseburia
	7.088
	0.253
	0.007
	1

	Rhodoferax
	0.005
	0.000
	0.019
	1

	Coriobacteriaceae (genus)
	0.004
	0.024
	0.048
	1


Supplementary table 11 Baylor cohort only of bacterial genera with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls (C) and granuloma positive treatment naïve pediatric Crohn disease (CD+) patients. The numbers represent percent values of abundance. Bold style (Roseburia) represents genera, which significantly differed between the groups of comparison both in the combined and select (Baylor only) data analyses. FDR: false dicovery rate
	GENUS
	CD+
	CD-
	p
	FDR

	Dialister
	0.006
	0.186
	0.005
	1

	Roseburia
	0.253
	2.932
	0.015
	1

	Ruminococcus
	14.601
	37.846
	0.024
	1

	Porphyromonas
	0.027
	0.000
	0.031
	1


Supplementary table 12 Baylor cohort only of the bacterial genera with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between granuloma positive (CD+) and granuloma negative treatment naïve pediatric Crohn disease (CD-) patients. The numbers represent percent values of abundance. Bold style (Roseburia, Ruminococcus, and Porphyromonas) represents genera, which significantly differed between the groups of comparison both in the combined and select (Baylor only) data analyses. FDR: false dicovery rate
	SPECIES
	C
	CD
	p
	FDR

	Eubacterium ramulus
	1.342
	0.096
	0.002
	0.33

	Roseburia sp
	6.126
	0.926
	0.003
	0.33

	Polaribacter sp
	0.008
	0.000
	0.013
	0.66

	Rhodoferax sp
	0.005
	0.001
	0.020
	0.66

	Clostridium sp
	14.672
	6.957
	0.027
	0.66

	Clostridium innocuum
	0.070
	0.013
	0.027
	0.66

	Clostridium clostridioforme
	0.735
	0.269
	0.031
	0.66

	Actinomycetales sp
	0.002
	0.000
	0.032
	0.66

	Comamonas sp
	0.005
	0.000
	0.035
	0.66

	Bergeyella sp
	0.004
	0.000
	0.036
	0.66

	Dermabacter hominis
	0.018
	0.000
	0.038
	0.66

	Ilumatobacter fluminis
	0.003
	0.000
	0.040
	0.66

	Lactobacillus rogosae
	0.194
	0.004
	0.041
	0.66

	Bacteroidaceae sp
	0.004
	0.000
	0.042
	0.66

	Lachnospira pectinoschiza
	0.247
	0.018
	0.045
	0.66


Supplementary table 13 Baylor cohort only of the bacterial species with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls (C) and treatment naïve pediatric Crohn disease (CD) patients. The numbers represent percent values of abundance. Bold style (Eubacterium ramulus, Roseburia sp) represents species, which significantly differed between the groups of comparison both in the combined and select (Baylor only) data analyses. FDR: false dicovery rate
	SPECIES
	C
	CD+
	p
	FDR

	Roseburia sp
	6.126
	0.135
	0.008
	1

	Eubacterium ramulus
	1.342
	0.041
	0.010
	1

	Rhodoferax sp
	0.005
	0.000
	0.019
	1

	Clostridium sp
	14.672
	6.078
	0.046
	1

	Coriobacteriaceae sp
	0.004
	0.024
	0.048
	1


Supplementary table 14 Baylor cohort only of the bacterial species with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls (C) and granuloma positive treatment naïve pediatric Crohn disease (CD+) patients.  The numbers represent percent values of abundance. Bold style (Roseburia sp, Eubacterium ramulus) represents species, which significantly differed between the groups of comparison both in the combined and select (Baylor only) data analyses. FDR: false dicovery rate
	SPECIES
	C
	CD-
	p
	FDR

	Peptostreptococcus stomatis
	0.001
	0.007
	0.037
	1

	Atopobium parvulum
	0.001
	0.010
	0.040
	1

	Actinomyces turicensis
	0.000
	0.004
	0.043
	1

	Dorea formicigenerans
	0.000
	0.030
	0.044
	1

	Eubacterium ramulus
	1.342
	0.173
	0.049
	1


Supplementary table 15 Baylor cohort only of bacterial species with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between controls and granuloma negative treatment naïve pediatric Crohn disease (CD-) patients. The numbers represent percent values of abundance. Bold style (Dorea formicigenerans) represents species, which significantly differed between the groups of comparison both in the combined and select (Baylor only) data analyses. FDR: false dicovery rate
	SPECIES
	CD+
	CD-
	p
	FDR

	Proteus sp
	0.020
	0.425
	0.017
	1

	Roseburia sp
	0.135
	2.032
	0.018
	1

	Ruminococcus sp
	13.788
	36.645
	0.032
	1

	Dialister sp
	0.000
	0.039
	0.033
	1

	Clostridium herbivorans
	0.001
	0.007
	0.042
	1


Supplementary table 16 Baylor cohort only of bacterial species with significant (p=uncorrected, unpaired two tailed T test) difference in abundance between granuloma positive (CD+) and granuloma negative treatment naïve pediatric Crohn disease (CD-) patients. The numbers represent percent values of abundance. FDR: false dicovery rate
