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Supplemental Figure 1. Funnel plots estimating potential publication bias of the included studies for each bacterial genus. Abbreviations: SE, standard error; SMD, standard mean difference.

Supplemental Figure 2[image: ]
Supplemental Figure 2. Sensitivity analysis omitting single study for each bacterial genus. Abbreviations: CI, confidence interval.
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Supplemental Figure 3. Meta regression analyses to assess effect of BMI or ALT to the six significant different bacterial genus abundance changes in NAFLD patients. Abbreviations: ALT, alanine aminotransferase; BMI, body mass index.

Supplemental Table 1. P value for Egger’s and Begg’s tests for publication bias
	Genus
	P for Egger’s test
	P for Begg’s test

	Escherichia
	0.065
	0.060

	Prevotella
	0.247
	0.386

	Streptococcus
	0.046
	0.452

	Coprococcus
	0.757
	0.734

	Faecalibacterium
	0.286
	0.230

	Ruminococcus
	0.249
	1.000

	Bacteroides
	0.282
	0.266

	Bifidobacterium
	0.924
	1.000

	Blautia
	0.421
	0.902

	Clostridium
	0.830
	1.000

	Dorea
	0.922
	1.000

	Lactobacillus
	0.328
	0.806

	Parabacteroides
	0.063
	0.060

	Roseburia
	0.622
	1.000


No significant publication bias is present when p > 0.05.

Supplemental Table 2. Summary effect estimates under the random-effects model for ceilings of 0-40% for the six genera showed significant differences
	Genus
	Ceiling 0%
	Ceiling 20%
	Ceiling 40%

	Escherichia
	1.55 [0.57, 2.54]
	NS
	NS

	Prevotella
	1.89 [0.02, 3.76]
	NS
	NS

	Streptococcus
	1.33 [0.62, 2.05]
	0.25 [0.06, 0.45]
	NS

	Coprococcus
	-1.75 [-3.13, -0.37]
	-0.41 [-0.81, -0.01]
	-0.93 [-1.71, -0.15]

	Faecalibacterium
	-9.84 [-13.21, -6.47]
	-5.52 [-8.00, -3.04]
	-9.06 [-12.19, -5.94]

	Ruminococcus
	-1.84 [-2.41, -1.27]
	-0.76 [-1.06, -0.46]
	-1.42 [-1.95, -0.89]


NS, no significant difference.
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