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Figure S2. Comparison of single-cell RNA-seq data against parallel bulk RNA-seq data. (A)
Volcano plot for the comparison between single-cell RNA-seq data and bulk RNA-seq data.
IA and IIS were analyzed separately. Fold change >2 and FDR <0.05 were utilized to identify
differentially expressed genes. DG, down-regulated genes; UP, up-regulated genes. (B) Venn
plot showing the overlaps of differentially expressed genes. (C) TSNE plots showing the
expression pattern of 12 selected up-regulated genes. FC1, fold change in IS; FC2, fold
change in IIS.



