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Supplementary Figure 1
A, Bubble plot showed a clustering analysis of the single-cell sequencing data obtained from the samples submitted for analysis. The vertical axis represents the characteristic markers of the major cell populations, while the horizontal axis shows the major cell populations and their subsets. The gene expression levels of each cell were standardized using Z-score, with the size of the bubble representing the expression intensity of the gene, and different colors indicating different cell populations.

B, Violin plot showed a clustering analysis of the single-cell sequencing data obtained from the samples submitted for analysis. The vertical axis represents the characteristic markers of the major cell populations, while the horizontal axis shows the major cell populations and their subsets. The gene expression levels of each cell were standardized using Z-score, with the size of the violin representing the expression intensity of the gene, and different colors indicating different cell populations.
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Supplementary Figure 2 Analysis of the Binding Mode and Interaction Forces between Compound Angiotensin II human and UBR2
A: The binding mode of the interaction between the small molecule compound Angiotensin II human and the surface of the E3 ubiquitin-protein ligase UBR2 protein. The 3D binding pattern of the specific amino acid residues of UBR2 protein interacting with compound Angiotensin II human. The type of interaction force between UBR2 protein and compound Angiotensin II human.
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