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Supplement Table S19 

Characterization of Expos ure and Outcome 

Level Name Population Reference or Website Databese 

Exposure 
Gut 

Microbiota 
European 

Kurilshikov A, Medina-Gomez C, Bacigalupe R, et al.  
Large-scale association analyses identify host factors 

influencing human gut microbiome composition. 

MiBioGen 
Consortium 

Outcome DN European https://risteys.finregistry.fi/endpoints/DM_NEPHROPATHY 

FinnGen 
T1DM European https://risteys.finregistry.fi/endpoints/T1D_WIDE 

T2DM European https://risteys.finregistry.fi/endpoints/T2D_WIDE 
T1DN European https://risteys.finregistry.fi/endpoints/E4_DM1REN 

T2DN European https://risteys.finregistry.fi/endpoints/E4_DM2REN 
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Supplement Figure S1 

Scatter plots of significant and nominal significant from GM on 
DN.(A:genus.Eubacerium;B:genus.Howardella;C:genus.Lachnoclostridiu 
m;D:genus.Oxalobacter;E:genus.RuminococcaceaeUCG002;F:genus.Tyz 
zerella3;G:genus.unknowngenus;H:genus.unknowngenus;I:family.Oxalob 
acteraceae;J:family.Verrucomicrobiaceae;K:order.Rhodospirillales;L:order.Verruc
omicrobiales;M:class.Actinobacteria;N:class.Gammaproteobacter 
ia;O:class.Verrucomicrobiae;P:phylum.Bacteroidetes;Q:phylum.Proteoba 
cteria)
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Supplement Figure S2 
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Funnel plots of significant and nominal significant from GM on DN. (A: 
order.Rhodospirillales;B: order.Verrucomicrobiales; C: 
phylum.Bacteroidetes;D: phylum.Proteobacteria;E: class. Actinobacteria;
F:class.Verrucomicrobiae, SNP>8 can be drawn) 

Supplement Figure S3 

Leave-one-out plots of significant and nominal significant from GM on 
DN. (A: order.Rhodospirillales; B: order.Verrucomicrobiales; C: 
phylum.Bacteroidetes; D: phylum.Proteobacteria; E: class. 
Actinobacteria; F:class.Verrucomicrobiae; G:family.Verrucomicrobiaceae; 
H:genus.Tyzzerrlla3; I:genus.Oxalobacter J:genus.Lachnoclostridium; 
K:genus.RuminococcaceaeUCG002; L:genus.Howardella; M:genus.
Eubacteriumcoprostanoligenesgroup; N:family.Oxalobacteraceae; 
O:class.Gammaproteobacteria) 
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Supplement Figure S4 

Scatter plots of reverse MR analysis between DN and causal GM 
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(A:order.Rhodospirillales; B:phylum.Proteobacteria, IVW: P<0.05). 

Supplement Figure S5 

Funnel plots of reverse MR analysis between DN and causal GM 
(A:order.Rhodospirillales; B:phylum.Proteobacteria, IVW: P<0.05). 

Supplement Figure S6 

Leave-one-out plots of reverse MR analysis between DN and causal GM 
(A:order.Rhodospirillales; B:phylum.Proteobacteria, IVW: P<0.05). 
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Supplement Figure S7 

Scatter plots of MR analysis between T2DN and 19 causal GM. (A: 
family.Verrucomicrobiaceae;B:order.Rhodospirillales;C:order.Verrucomic
robiales; D:class.Verrucomicrobiaea, IVW: P<0.05) 

Supplement Figure S8 

Funnel plots of MR analysis between T2DN and 19 causal GM. 
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(A: family. Verrucomicrobiaceae; 
B:order.Rhodospirillales;C:order.Verrucomicrobiales; 
D:class.Verrucomicrobiaea, IVW: P<0.05) 

Supplement Figure S9 

Leave-one-out plots of MR analysis between T2DN and 19 causal GM. 
(A: family. Verrucomicrobiaceae; 
B:order.Rhodospirillales;C:order.Verrucomicrobiales; 
D:class.Verrucomicrobiaea, IVW: P<0.05) 
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Supplement Figure S10 

MR analysis between T1DN and Genus. Eubacerium. 
A: Scatter plots of MR analysis 
B: Funnel plots of MR analysis 
C: Leave-one-out plots of MR analysis 
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