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Figure. S1. Subcellular analysis using single-cell sequencing.
A: Dimension reduction of B cells and top markers.
B: Dimension reduction of duct cells and top markers.
C: Dimension reduction of endothelial cells and top markers.
D: Dimension reduction of acinar cells and top markers.
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Figure. S2. Mass spectrometry results for spatial metabolism.
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Figure. S3. Spatial feature plot of ALOX15 expression.
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Figure. S4. Enrichment analysis of differentially expressed genes in the CD4+ T cells in
each section.
A: KEGG analysis of differentially expressed genes between the Ctrl-A and SS-A groups.
B: Gene Ontology analysis of differentially expressed genes between the Ctrl-A and SS-A
groups.
C: KEGG analysis of differentially expressed genes between the SS-A and SS-B groups.
D: Gene Ontology analysis of differentially expressed genes between the SS-A and SS-B groups.
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Figure. S5. Analysis of differentially expressed metabolites in the CD4+ T cells in each
section.
A: OPLS-DA of differentially expressed metabolites between the SS-A and Ctrl-A groups.
B: Volcano plot of differentially expressed metabolites between the SS-A and Ctrl-A groups.
C: KEGG analysis of differentially expressed metabolites between the SS-A and Ctrl-A groups.


