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Supplementary Table 1. Summary of appointments and sample collection.
	
	Baseline
	2 days
	7 days
	2 weeks
	6 weeks
	3 months
	6 months

	FMT
	X
	
	
	
	
	
	

	Fecal Specimen
	X
	
	
	
	
	
	

	MRI
	X
	
	
	
	
	
	X

	Urine
	X
	
	
	
	X
	
	

	Diet History Questionnaire 
	X
	
	
	
	X
	
	

	Blood
	X
	
	
	X
	X
	
	X

	Toilet Paper
	X
	X
	X
	X
	X
	X
	X



Supplementary Table 2. Summary of FMT donor characteristics.
	
	Donor 1
	Donor 2
	Donor 3

	Age (years)
	28
	22
	23

	Sex
	M
	F
	M

	BMI
	23.9
	19.18
	21.6

	Hgb A1c (%)
	5.2
	5.2
	4.8

	Total Cholesterol (mmol/L)
	4.71
	4.22
	4.25

	HDL (mmol/L)
	1.48
	1.13
	1.31

	LDL (mmol/L)
	2.98
	2.14
	3.2

	Triglycerides (mmol/L)
	0.54
	2.09
	1.62

	ALT (U/L)
	16
	8
	20

	ALK phos (U/L)
	27
	111
	80

	Total bilirubin (µmol/L)
	30.4
	5
	10

	Creatinine (µmol/L)
	79
	59
	89








Supplementary Table 3. Histological scoring and hepatic PDFF of patients at baseline. 
	Patient
	Treatment Group
	Fibrosis Score
	NAFLD Activity Score (NAS)

	Hepatic PDFF (baseline)

	1
	Allogenic
	F4
	
	31.457%

	2
	Allogenic
	F0/1
	
	32.908%

	3
	Allogenic
	F1
	4 (steatosis 2, lobular inflammation 1, ballooning 1)
	21.287%

	4
	Allogenic
	F3
	2 (steatosis 1, lobular inflammation 1)
	19.253%

	5
	Allogenic
	F2
	
	17.524%

	6
	Allogenic
	F2
	
	19.253%

	7
	Allogenic
	F4
	
	18.485%

	8
	Allogenic
	F2
	2 (steatosis 1, lobular inflammation 1)
	15.008%

	9
	Allogenic
	F3
	
	11.971%

	10
	Allogenic
	F1
	
	11.509%

	11
	Allogenic
	F4
	3 (steatosis 1, lobular inflammation 1, ballooning 1)
	15.941%

	12
	Allogenic
	F0
	1 (steatosis 1)
	12.097%

	13
	Allogenic
	F0/1
	
	9.244%

	14
	Allogenic
	F0/1
	
	15.456%

	15
	Allogenic
	F0/1
	
	31.165%

	16
	Autologous
	F2
	3 (steatosis 2, lobular inflammation 1)
	

	
17
	Autologous
	
F0
	2 (steatosis 1, inflammation 1)
	
32.378%

	18
	Autologous
	F4
	2 (steatosis 2)
	2.219%

	
19
	Autologous
	F1
	4 (steatosis 2, lobular inflammation 1, ballooning 1)
	

	20
	Autologous
	F0/1
	
	28.379%

	21
	Autologous
	F0/1
	
	32.512%



Nine patients had fibrosis staged by biopsy, seven patients were staged with fibroscan, and five patients were staged with MR elastography. All had steatosis documented by ultrasound.
NAFLD Activity Scores (NAS) are provided for those patients who underwent liver biopsy (25).
Two patients were unable to have an MRI.
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Supplementary Figure 1. NASH patients do not respond differently to FMT. HOMA-IR score was calculated using fasting glucose and insulin (specific) concentrations. HOMA-IR: homeostatic model assessment – insulin resistance. The dotted line represents the cutoff for a normal HOMA-IR score, <1.7. Patients with NASH are shown in red; allogenic n=2, autologous n=1. 
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Supplementary Figure 2. Small intestinal permeability was not related to fibrosis score at baseline. Small intestinal permeability was determined using the lactulose:mannitol urine test. A ratio above 0.025 was considered to be abnormal. Fibrosis score (F0-F4) was determined by biopsy, fibroscan, or MR elastrography. Kruskal-Wallis test was used to compare the mean small intestinal permeability for each fibrosis score to one another, p=0.7767. 
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Supplementary Figure 3. Fecal microbiome comparison at baseline between allogenic FMT recipients with abnormally high small intestinal permeability versus patients with normal permeability. Fecal samples were collected by patients one day before their scheduled appointments, the DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were analyzed using ALDEx2 (version 3.9) in R (version 3.5.3) to identify differentially abundant genera. There were no significant changes in the composition of fecal bacteria of NAFLD patients with abnormally high small intestinal permeability compared to NAFLD patients with normal small intestinal permeability at baseline. Non-significant genera that are rare are shown in black and non-significant genera that are abundant are shown in grey. Significant genera would be shown in red (effect size >|2.5|). 
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Supplementary Figure 4. Fecal microbiome comparison between baseline and 6 weeks in allogenic FMT recipients with abnormally high small intestinal permeability. Fecal samples were collected by patients one day before their scheduled appointments, the DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were analyzed using ALDEx2 (version 3.9) in R (version 3.5.3) to identify differentially abundant genera. There were no significant changes in the composition of fecal bacteria of NAFLD patients with abnormally high permeability at baseline compared to 6 weeks following the FMT. Non-significant genera that are rare are shown in black and non-significant genera that are abundant are shown in grey. Significant genera would be shown in red (effect size >|2.5|).
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Supplementary Figure 5. Fecal microbiome comparison between baseline and 6 weeks in allogenic FMT recipients. Fecal samples were collected by patients one day before their scheduled appointments, the DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were analyzed using ALDEx2 (version 3.9) in R (version 3.5.3) to identify differentially abundant genera. There were no significant changes in the composition of fecal bacteria of NAFLD patients with abnormally high permeability at baseline compared to 6 weeks following the FMT. Non-significant genera that are rare are shown in black and non-significant genera that are abundant are shown in grey. Significant genera would be shown in red (effect size >|2.5|).
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Supplementary Figure 6. Fecal microbiota composition of Donor 1 throughout the clinical trial. Toilet paper samples were collected from the donor every three months throughout the study.  The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 7. Fecal microbiota composition of Patient 1 following an allogenic FMT. Patient 1 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 8. Fecal microbiota composition of Patient 2 following an allogenic FMT. Patient 2 received an allogenic FMT from Donor 3. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 9. Fecal microbiota composition of Patient 3 following an allogenic FMT. Patient 3 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 10. Fecal microbiota composition of Patient 4 following allogenic FMT. Patient 4 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 11. Fecal microbiota composition of Patient 5 following allogenic FMT. Patient 5 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 12. Fecal microbiota composition of Patient 6 following an allogenic FMT. Patient 6 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 13. Fecal microbiota composition of Patient 7 following an allogenic FMT. Patient 7 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 14. Fecal microbiota composition of Patient 8 following an allogenic FMT. Patient 8 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 15. Fecal microbiota composition of Patient 9 following an allogenic FMT. Patient 9 received an allogenic FMT from Donor 1. Toilet paper samples were collected from the patient at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.

[image: ]
Supplementary Figure 16. Fecal microbiota composition of Patient 10 following an allogenic FMT. Patient 10 received an allogenic FMT from Donor 2. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 17. Fecal microbiota composition of Patient 11 following an allogenic FMT. Patient 11 received an allogenic FMT from Donor 2. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 18. Fecal microbiota composition of Patient 12 following an allogenic FMT. Patient 12 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 19. Fecal microbiota composition of Patient 14 following an allogenic FMT. Patient 14 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 20. Fecal microbiota composition of Patient 15 following an allogenic FMT. Patient 15 received an allogenic FMT from Donor 1. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
[image: ]
Supplementary Figure 21. Fecal microbiota composition of Patient 16 following an autologous FMT. Patient 16 received an autologous FMT. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 22. Fecal microbiota composition of Patient 17 following an autologous FMT. Patient 17 received an autologous FMT. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 23. Fecal microbiota composition of Patient 18 following an autologous. Patient 18 received an autologous FMT. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.

[image: ]
Supplementary Figure 24. Fecal microbiota composition of Patient 19 following an autologous FMT. Patient 19 received an autologous FMT. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 25. Fecal microbiota composition of Patient 21 following an autologous FMT. Patient 21 received an autologous FMT. Toilet paper samples were collected from patients at baseline, 2 days, 7 days, 2 weeks, 6 weeks, 3 months, and 6 months post-FMT. The DNA was extracted and the V4 region of the 16S rRNA gene was amplified and sent for Illumina MiSeq next-generation sequencing. The resulting reads were used to generate barplots in base R (version 3.5.3). Each column represents the fecal microbiota composition at one time point.
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Supplementary Figure 26. Non-esterified fatty acids decrease at 6 weeks’ post-transplant in patients who received an allogenic FMT. Non-esterified fatty acids were measured from blood samples taken at baseline, 2 weeks, 6 weeks, and 6 months. Wilcoxon matched-pairs signed rank test was performed to compare the NEFA concentrations at baseline and 6 weeks’ post-FMT in both the allogenic and autologous groups (p=0.0084 and p=0.1562, respectively). A) The concentrations of non-esterified fatty acids of patients over time who received an allogenic FMT (n=15). Median (IQR); baseline: 631 µmol/L (332-675 µmol/L), 2 weeks: 557 µmol/L (407-633 µmol/L), 6 weeks: 423 µmol/L (192-591 µmol/L), and 6 months: 621 µmol/L (362.5-842 µmol/L). (B) The concentrations of non-esterified fatty acids of patients over time who received an autologous FMT (n=6). Median (IQR); baseline: 485 µmol/L (415-955.3 µmol/L), 2 weeks: 603.5 µmol/L (445.3-722.5 µmol/L), 6 weeks: 453 µmol/L (401.3-758 µmol/L), and 6 months: 644 (557.5-706 µmol/L). The red dotted line represents the cutoff for the normal concentration of NEFA, 720 µmol/L.
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Supplementary Figure 27. Cholesterol:HDL ratio decreases over 6 months in patients who received an allogenic FMT. Cholesterol and HDL cholesterol were measured from blood samples taken at baseline, 2 weeks, 6 weeks, and 6 months. Wilcoxon matched-pairs signed rank test was performed to compare the Cholesterol:HDL ratio at baseline and 6 months’ post-FMT in both the allogenic and autologous groups (p=0.0034 and p=0.0625, respectively). A) The ratios of Cholsterol:HDL of patients over time who received an allogenic FMT. Median (IQR); baseline: 4.8 (3.1-6), 2 weeks: 4.8 (3.05-5.325), 6 weeks: 4.4 (3-5), and 6 months 4.1 (2.7-5.4). B) The ratios of Cholesterol:HDL of patients over time who received an autologous FMT. Median (IQR); baseline: 3.1 (2.75-3.425), 2 weeks: 3 (2.25-3.4), 6 weeks: 3.1 (2.425-3.5), and 6 months: 2.55 (2.225-3.225). The red dotted line represents the cutoff for the normal ratio of Cholesterol:HDL, <3.7. 
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Supplementary Figure 28. The concentration of cholesterol does not change over time after FMT. Cholesterol was measured from blood samples taken at baseline, 2 weeks, 6 weeks, and 6 months. Wilcoxon matched-pairs signed rank test was performed to compare the cholesterol at baseline and 6 weeks’ post-FMT in both the allogenic and autologous groups (p=0.0637 and p=0.844, respectively. A) The concentration of cholesterol over time in patients who received an allogenic FMT (n=15). B) The concentration of cholesterol over time in patients who received an autologous FMT (n=6). The black dotted line represents the cutoff for the normal concentration of cholesterol, 5.2 mmol/L.
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Supplementary Figure 29. The concentration of HDL cholesterol does not change over time after FMT. HDL cholesterol was measured from blood samples taken at baseline, 2 weeks, 6 weeks, and 6 months. Wilcoxon matched-pairs signed rank test was performed to compare the HDL cholesterol at baseline and 6 weeks’ post-FMT in both the allogenic and autologous groups (p= 0.634 and p=0.688, respectively. A) The concentration of HDL cholesterol over time in patients who received an allogenic FMT (n=15). B) The concentration of HDL cholesterol over time in patients who received an autologous FMT (n=6).  The black dotted line represents the cutoff for the normal concentration of HDL cholesterol, 0.9 mmol/L. 
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Supplementary Figure 30. The concentration of LDL cholesterol does not change over time after FMT. LDL cholesterol was measured from blood samples taken at baseline, 2 weeks, 6 weeks, and 6 months. Wilcoxon matched-pairs signed rank test was performed to compare the LDL cholesterol at baseline and 6 weeks’ post-FMT in both the allogenic and autologous groups (p=0.153 and p=0.313, respectively. A) The concentration of LDL cholesterol over time in patients who received an allogenic FMT (n=15). B) The concentration of LDL cholesterol over time in patients who received an autologous FMT (n=6). The black dotted line represents the cutoff for the normal concentration of LDL cholesterol, 3.37 mmol/L. 
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Supplementary Figure 31. The concentration of triglycerides is decreased at 6 weeks’ post-FMT in after an allogenic FMT. Triglycerides was measured from blood samples taken at baseline, 2 weeks, 6 weeks, and 6 months. Wilcoxon matched-pairs signed rank test was performed to compare the triglycerides at baseline and 6 weeks’ post-FMT in both the allogenic and autologous groups (p=0.027 and p=0.781, respectively). A) The concentration of triglycerides over time in patients who received an allogenic FMT (n=15). B) The concentration of triglycerides over time in patients who received an autologous FMT (n=6). The black dotted line represents the cutoff for the normal concentration of triglycerides, <1.7 mmol/L. 
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Supplementary Figure 32. The concentration of fasting glucose does not change over time after FMT. Fasting glucose was measured from blood samples taken at baseline, 2 weeks, 6 weeks, and 6 months. Wilcoxon matched-pairs signed rank test was performed to compare the fasting glucose at baseline and 6 weeks’ post-FMT in both the allogenic and autologous groups (p=0.827 and p=0.844, respectively. A) The concentration of fasting glucose over time in patients who received an allogenic FMT (n=15). B) The concentration of fasting glucose over time in patients who received an autologous FMT (n=6). The black dotted line represents the cutoff for the normal concentration of glucose (fasting), 5.8 mmol/L.
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Supplementary Figure 33. Change in ApoB:ApoA1 over time. Concentrations of ApoB:ApoA1 were determined from fasting blood sample at baseline and 6 weeks’ post-transplant. Wilcoxon matched-pairs signed rank test was performed to compare the ratio of ApoB:ApoA1 at baseline and 6 weeks’ post-FMT in both the allogenic and autologous groups (p=0.330 and p=0.688, respectively). A) Ratio of ApoB:ApoA1 in patients who received an allogenic FMT over time (n=15). B) Ratio of ApoB:ApoA1 in patients who received an autologous FMT over time (n=6).
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Supplementary Figure 34. Patients weights do not change after receiving an FMT. Weight was measured at baseline, 2 weeks, 6 weeks and 6 months. A) The weights of patients over time who received an allogenic FMT (n=15). Median (IQR); baseline: 104.7 kg (86.8-119.1 kg), 2 weeks 102.8 kg (85.4-117.6 kg), 6 weeks: 104.5 kg (87.6-117.7 kg), and 6 months: 105.6 kg (82.6-121.8 kg). B) The weights of patients over time who received an autologous FMT (n=6). Median (IQR); baseline: 94.3 kg (84.75-144.3 kg), 2 weeks: 94.45 kg (85.6-143.1 kg), 6 weeks: 95.35 kg (85.75-142.3 kg), and 6 months: 93.45 kg (86.53-142.5 kg).
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Supplementary Figure 35. Waist-to-hip ratio remains constant after an FMT. Waist and hip measurements were taken at baseline, 2 weeks, 6 weeks, and 6 months. A) The waist-to-hip ratios of patients over time who received an allogenic FMT (n=15). Median (IQR); baseline: 0.9673 (0.9274-0.9884), 2 weeks: 0.9537 (0.9337-0.9553), 6 weeks: 0.954 (0.9232-0.9929), and 6 months: 0.9613 (0.915-1.0070). B) The waist-to-hip ratios of patients who received an autologous FMT (n=6). Median (IQR); baseline: 0.9706 (0.9274-0.9912), 2 weeks: 0.9717 (0.9424-0.9877), 6 weeks: 0.9664 (0.9448-0.9986), and 6 months: 0.9901 (0.9544-1.022).
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Supplementary Figure 36. BMI remains constant after FMT. Weight and height were measured at baseline, 2 weeks, 6 weeks, and 6 months. A) The BMI of patients who received an allogenic FMT (n=15). Median (IQR); baseline: 36.6 (32.5-40.4), 2 weeks: 35.8 (32.1-38.5), 6 weeks: 35.9 (32.2-39.7), and 6 months: 36.7 (31.9-39.8). B) The BMI of patients who received an autologous FMT (n=6). Median (IQR); baseline: 34.9 (29.1-46.4), 2 weeks: 35.2 (29.2-46.0), 6 weeks: 35.3 (29.6-45.8), and 6 months: 35.2 (29.0-45.9).
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Supplementary Figure 37. Nutrient and caloric intake do not change following allogenic and autologous FMT.  Patients completed DHQII at baseline and 6 weeks post-FMT.  Students’ t-tests were used to compare the differences in changes in intakes at baseline and 6 weeks post-FMT in both the allogenic and autologous groups. There were 7 participants at baseline with energy intakes <1500; 4 in the allogenic group and 3 in the autologous group this is likely to represent underreporting of energy intakes. At follow up there were 8 under reporters; 5 allogenic and 3 autologous. Under reporters were included. There was no statistically significant between group difference in reduction in energy intakes allogenic 260±410kcal/ day vs autologous 100±320kcal/ day (p=0.45). 
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