SGLT2 inhibitors improve kidney function and morphology by regulating renal metabolic reprogramming in mice with diabetic kidney disease
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Supplementary Figure

Supplementary Figure S1. Quality control of kidney and serum proteomics.
Supplementary Figure S2. Quality control of kidney and serum metabolomics.
Supplementary Figure S3. The identification of differential expressed metabolites between db/db and Empa group.
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Supplementary Figure S1: Quality control of kidney and serum proteomics.
(A and B) The distribution of number of identified proteins in the kidney (A) and serum (B) samples. Each dots with the same color represent multiple independent samples. (C and D) The distribution of peptide numbers of identified proteins in the kidney (C) and serum (D). (E and F) The distribution of protein numbers in the kidney (C) and serum (D) samples.
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Supplementary Figure S2: Quality control of kidney and serum metabolomics.
(A and B) The diagram for the extracted ion chromatography of internal standard metabolites from all quality control samples in the kidney (A) or serum proteomics (B) in both positive ion model and negative ion model. (C and D) The Pearson’s correlation analysis for the QC sample from positive and negative ion models in the kidney (C) and serum (D) metabolomics. (E and F) PCA scores plots showing the metabolic profile for db/m, db/db, Empa, and QC groups in the kidney (E) and the serum (F). All QC samples are tightly clustered in PCA scores plots. (G and H) Response stability of 3 introduced internal standards from positive and negative ion models in the kidney (G) and serum (H) metabolomics. The smaller the relative standard deviation (RSD) among internal standards, the more system stability and higher quality for the data.


[image: Supplementary figure S3_00]
Supplementary Figure S3. The identification of differential expressed metabolites between db/db and Empa group.
(A, B）PLS-DA score plots for db/db and Empa group in the kidney (A) and the serum (B) metabolomics. (C, D) Venn plot showing the screening methods for 94 and 37 Empa-altered metabolites in the kidney (C) and serum (D), respectively. 194 (kidney) and 74 (serum) differential expressed metabolites between db/db and Empa group was identified with the screening standard of |FC| > 1.5, VIP > 1, P < 0.05, and matched in KEGG and HMDB database. Among them, 94 (kidney) and 37 (serum) metabolites, co-expressed in db/db vs. db/m and Empa vs. db/db groups, are considered Empa-altered metabolites.
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