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Supplemental Fig. S1. The number of sample OTUs of ESRD, IGF, IGF 1D, IGF 3D, IGF_7D and
IGF_14D groups: (A) The number of sample OTUs of ESRD and IGF groups; (B) The number of
sample OTUs of ESRD, IGF 1D, IGD 3D, IGF_7D and IGF_14D groups.
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Supplemental Fig. S2. Shannon and Simpson index of DGF 1D, DGF 3D, DGF 7D and DGF 14D:
(A) Shannon index of DGF 1D, DGF 3D, DGF 7D and DGF 14D; (B) Simpson index of DGF 1D,
DGF 3D, DGF 7D and DGF _14D.
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Supplemental Fig. S3. The model evaluation: (A) The mean decrease accuracy and mean decrease gini
of taxa in randomForest model in logarithmic form; (B) The ROC curve of randomForest model in
logarithmic form; (C) The mean decrease accuracy and mean decrease gini of taxa in randomForest
model in original value form; (D) The ROC curve of randomForest model in original value form; (E)

The ROC curve of multivariate binary logistic regression model in original value form; (F) The relative



abundance of Selenomonas 3 in each samples.



