Supplementary Table 1:
Search strategies and results.
	Pubmed
	Results

	(Bacteroides) [All Fields] AND ((CKD) [All Fields] OR (Chronic kidney disease) [All Fields])
	55

	(Faecalibacterium) [All Fields] AND ((CKD) [All Fields] OR (Chronic kidney disease) [All Fields])
	15

	(Pseudomonas) [All Fields] AND ((CKD) [All Fields] OR (Chronic kidney disease) [All Fields])
	340

	(Eubacterium) [All Fields] AND ((CKD) [All Fields] OR (Chronic kidney disease) [All Fields])
	4

	(Parabacteroides) [All Fields] AND ((CKD) [All Fields] OR (Chronic kidney disease) [All Fields])
	7

	(Alistipes) [All Fields] AND ((CKD) [All Fields] OR (Chronic kidney disease) [All Fields])
	7

	(Ruminococcus) [All Fields] AND ((CKD) [All Fields] OR (Chronic kidney disease) [All Fields])
	16

	(Bifidobacterium) [All Fields] AND ((CKD) [All Fields] OR (Chronic kidney disease) [All Fields])
	41

	(Bacteroides) [All Fields] AND ((Immunoglobulin A nephropathy) [All Fields] OR (IgAN) [All Fields])
	5

	(Faecalibacterium) [All Fields] AND ((Immunoglobulin A nephropathy) [All Fields] OR (IgAN) [All Fields])
	0

	(Pseudomonas) [All Fields] AND ((Immunoglobulin A nephropathy) [All Fields] OR (IgAN) [All Fields])
	9

	(Eubacterium) [All Fields] AND ((Immunoglobulin A nephropathy) [All Fields] OR (IgAN) [All Fields])
	1

	(Parabacteroides) [All Fields] AND ((Immunoglobulin A nephropathy) [All Fields] OR (IgAN) [All Fields])
	1

	 (Alistipes) [All Fields] AND ((Immunoglobulin A nephropathy) [All Fields] OR (IgAN) [All Fields])
	1

	 (Ruminococcus) [All Fields] AND ((Immunoglobulin A nephropathy) [All Fields] OR (IgAN) [All Fields])
	2

	(Bifidobacterium) [All Fields] AND ((Immunoglobulin A nephropathy) [All Fields] OR (IgAN) [All Fields])
	3

	(Bacteroides) [All Fields] AND ((Idiopathic nephrotic syndrome) [All Fields] OR (INS) [All Fields])
	7

	(Faecalibacterium) [All Fields] AND ((Idiopathic nephrotic syndrome) [All Fields] OR (INS) [All Fields])
	0

	(Pseudomonas) [All Fields] AND ((Idiopathic nephrotic syndrome) [All Fields] OR (INS) [All Fields])
	26

	(Eubacterium) [All Fields] AND ((Idiopathic nephrotic syndrome) [All Fields] OR (INS) [All Fields])
	1

	(Parabacteroides) [All Fields] AND ((Idiopathic nephrotic syndrome) [All Fields] OR (INS) [All Fields])
	3

	(Alistipes) [All Fields] AND ((Idiopathic nephrotic syndrome) [All Fields] OR (INS) [All Fields])
	1

	(Ruminococcus) [All Fields] AND ((Idiopathic nephrotic syndrome) [All Fields] OR (INS) [All Fields])
	3

	(Bifidobacterium) [All Fields] AND ((Idiopathic nephrotic syndrome) [All Fields] OR (INS) [All Fields])
	3

	(Bacteroides) [All Fields] AND ((kidney stone disease) [All Fields] OR (Kidney stones) [All Fields] OR (KS) [All Fields])
	13

	(Faecalibacterium) [All Fields] AND ((kidney stone disease) [All Fields] OR (Kidney stones) [All Fields] OR (KS) [All Fields])
	3

	(Pseudomonas) [All Fields] AND ((kidney stone disease) [All Fields] OR (Kidney stones) [All Fields] OR (KS) [All Fields])
	73

	(Eubacterium) [All Fields] AND ((kidney stone disease) [All Fields] OR (Kidney stones) [All Fields] OR (KS) [All Fields])
	4

	(Parabacteroides) [All Fields] AND ((kidney stone disease) [All Fields] OR (Kidney stones) [All Fields] OR (KS) [All Fields])
	0

	(Alistipes) [All Fields] AND ((kidney stone disease) [All Fields] OR (Kidney stones) [All Fields] OR (KS) [All Fields])
	0

	(Ruminococcus) [All Fields] AND ((kidney stone disease) [All Fields] OR (Kidney stones) [All Fields] OR (KS) [All Fields])
	2

	 (Bifidobacterium) [All Fields] AND ((kidney stone disease) [All Fields] OR (Kidney stones) [All Fields] OR (KS) [All Fields])
	19

	(Bacteroides) [All Fields] AND ((Acute kidney injury) [All Fields] OR(AKI) [All Fields])
	8

	(Faecalibacterium) [All Fields] AND ((Acute kidney injury) [All Fields] OR(AKI) [All Fields])
	2

	(Pseudomonas) [All Fields] AND ((Acute kidney injury) [All Fields] OR(AKI) [All Fields])
	219

	(Eubacterium) [All Fields] AND ((Acute kidney injury) [All Fields] OR(AKI) [All Fields])
	1

	(Parabacteroides) [All Fields] AND ((Acute kidney injury) [All Fields] OR(AKI) [All Fields])
	1

	(Alistipes) [All Fields] AND ((Acute kidney injury) [All Fields] OR(AKI) [All Fields])
	0

	(Ruminococcus) [All Fields] AND ((Acute kidney injury) [All Fields] OR(AKI) [All Fields])
	1

	(Bifidobacterium) [All Fields] AND ((Acute kidney injury) [All Fields] OR(AKI) [All Fields])
	9

	(Bacteroides) [All Fields] AND ((Diabetic nephropathy) [All Fields] OR (DN) [All Fields] OR (DKD) [All Fields] OR (diabetic kidney diseases) [All Fields])
	39

	(Faecalibacterium) [All Fields] AND ((Diabetic nephropathy) [All Fields] OR (DN) [All Fields] OR (DKD) [All Fields] OR (diabetic kidney diseases) [All Fields])
	5

	(Pseudomonas) [All Fields] AND ((Diabetic nephropathy) [All Fields] OR (DN) [All Fields] OR (DKD) [All Fields] OR (diabetic kidney diseases) [All Fields])
	103

	(Eubacterium) [All Fields] AND ((Diabetic nephropathy) [All Fields] OR (DN) [All Fields] OR (DKD) [All Fields] OR (diabetic kidney diseases) [All Fields])
	7

	(Parabacteroides) [All Fields] AND ((Diabetic nephropathy) [All Fields] OR (DN) [All Fields] OR (DKD) [All Fields] OR (diabetic kidney diseases) [All Fields])
	2

	(Alistipes) [All Fields] AND ((Diabetic nephropathy) [All Fields] OR (DN) [All Fields] OR (DKD) [All Fields] OR (diabetic kidney diseases) [All Fields])
	2

	(Ruminococcus) [All Fields] AND ((Diabetic nephropathy) [All Fields] OR (DN) [All Fields] OR (DKD) [All Fields] OR (diabetic kidney diseases) [All Fields])
	3

	(Bifidobacterium) [All Fields] AND ((Diabetic nephropathy) [All Fields] OR (DN) [All Fields] OR (DKD) [All Fields] OR (diabetic kidney diseases) [All Fields])
	66



Supplementary Table 2:
Comparison of gut bacteria between patients with kidney diseases and healthy controls at the genus level
	Genus
	Significant higher in CKD
	Significant lower or no difference in CKD
	Significant higher in IgAN
	Significant lower or no difference in IgAN

	
	n
	Citation
	n
	Citation
	n
	Citation
	n
	Citation

	Bacteroides
	8
	[1-8]
	4
	[9-12]
	2
	[13, 14]
	2
	[15, 16]

	Faecalibacterium
	1
	[17]
	8
	[3, 4, 12, 18-21]
	1
	[15]
	/
	/

	Pseudomonas
	1
	[22]
	/
	/
	/
	/
	/
	/

	Eubacterium
	2
	[7, 17]
	/
	/
	/
	/
	1
	[13]

	Parabacteroides
	2
	[6, 23]
	/
	/
	1
	[13]
	/
	/

	Alistipes
	2
	[2, 24]
	1
	[12]
	/
	/
	2
	[13, 25]

	Ruminococcus
	7
	[2, 6, 7, 12, 17, 24, 26]
	1
	[1]
	1
	[13]
	1
	[25]

	Bifidobacterium
	4
	[8, 12, 21, 27]
	1
	[28]
	/
	/
	3
	[13, 14, 16]

	Genus
	Significant higher in INS
	Significant lower or no difference in INS
	Significant higher in KS
	Significant lower or no difference in KS

	
	n
	Citation
	n
	Citation
	n
	Citation
	n
	Citation

	Bacteroides
	/
	/
	/
	/
	4
	[29-32]
	/
	/

	Faecalibacterium
	/
	/
	/
	/
	1
	[31]
	4
	[29, 32-34]

	Pseudomonas
	/
	/
	/
	/
	1
	[35]
	/
	/

	Eubacterium
	1
	[36]
	2
	[37, 38]
	1
	[34]
	1
	[31]

	Parabacteroides
	2
	[26, 36]
	/
	/
	/
	/
	/
	/

	Alistipes
	/
	/
	1
	[38]
	/
	/
	1
	[32]

	Ruminococcus
	/
	/
	/
	/
	/
	/
	/
	/

	Bifidobacterium
	/
	/
	/
	/
	/
	/
	3
	[29, 30, 34]

	Genus
	Significant higher in AKI

	Significant lower or no difference in AKI
	Significant higher in DN
	Significant lower or no difference in DN

	
	n
	Citation
	n
	Citation
	n
	Citation
	n
	Citation

	Bacteroides
	/
	/
	/
	/
	2
	[39, 40]
	1
	[41]

	Faecalibacterium
	/
	/
	/
	/
	/
	/
	3
	[39, 41, 42]

	Pseudomonas
	/
	/
	/
	/
	/
	/
	/
	/

	Eubacterium
	/
	/
	/
	/
	/
	/
	1
	[39]

	Parabacteroides
	/
	/
	/
	/
	/
	/
	/
	/

	Alistipes
	/
	/
	/
	/
	1
	[39]
	/
	/

	Ruminococcus
	/
	/
	/
	/
	2
	[41, 42]
	/
	/

	Bifidobacterium
	/
	/
	/
	/
	2
	[39, 42]
	/
	/
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