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Supplementary Figures
Figure S1. Loading plot of principal component analysis. The top 30 positive- and negative loading values of first principal component (PC1) are described in each tissue. The number after the lipid metabolite name is the alignment ID obtained from MS-DIAL 4.
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Table S1. Sample information used in this study
Table S2. The detail of sample-, injection-, and solvent volumes for LC-MS/MS analysis
Table S3. Information of lipid internal standards
Table S4: Lipid subclass and the brief summary of annotation rule to characterize lipid molecules
Table S5. MS-DIAL parameters for (a) positive ion mode data and (b) negative ion mode data
Table S6. The detail of adduct form used for lipid quantification
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Supplementary Data 1. The lipidome result of biological samples
Supplementary Data 2. The kidney transcriptome result

Source Data
Source Data contains the source information for all figures.








 
