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Figure legends
Supplemental Figure 1. Ischemic stroke induction using MCAO and reperfusion

Supplemental Figure 2. In vitro neutralization of TNF-α blocks platelet aggregation and integrin signaling.

Supplemental Figure 3. Differentially expressed genes (DEGs) between the ipsilateral and contralateral cerebral cortexes in I/R mice. (A) Principal components analysis of the samples for RNA-seq. Principal Component 1 (PC1, x-axis) represents 36.94%, and PC2 (y-axis) represents 19.58% of the total variation in the data. (B) Heatmap showing upregulated (red) and downregulated (green) genes. (C) Validation of RNA-Seq data of selected DEGs by qRT-PCR. The data represent mean ± SD of two independent experiments, n = 9 mice/group. *, P < 0.05; **, P < 0.01; ***, P < 0.001; ****P < 0.0001.
Supplemental Figure 4. Heatmap showing the up-regulated transcription factors between the ipsilateral and contralateral cortices in I/R mice.
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