List of Supplementary Tables

Table S1. Sample metadata

Table S2. Gene-level count matrix generated by tximport from salmon transcript quantification

Table S3. Filtered linear CPM expression matrix generated by limma

Table S4. Filtered log2 CPM expression matrix generated by limma, two-way ANOVA results for deconvolution

Table S5. Viability across cell lines and treatments. The table reports the main effects of cell line and treatment, the genotype × treatment interaction, and Tukey’s multiple comparisons test results.

Table S6. Interleukin-6 concentrations measured in cell culture media (pg/mL). The table reports the main effects of cell line and treatment, the genotype × treatment interaction, and Tukey’s multiple comparisons test results.

Table S7. Amino acid concentrations measured in cell culture media (μM).

Table S8. List of antibodies used in  Western Blot and Immunocytochemistry.

Table S9. Differentially expressed genes identified by limma in data from the lines B009/B211 (sAD vs CTR).

All bioinformatic processing scripts are available at: https://github.com/Zblezble/astrocyte_pipeline
