Supplementary Figure 1. KEGG pathway map of the serotonergic synapse.
Genes downregulated after ketamine treatment are shown in green, whereas upregulated genes are shown in red.

Supplementary Figure 2. KEGG pathway map of the dopaminergic synapse.
Genes downregulated after ketamine treatment are shown in green, whereas upregulated genes are shown in red.

Supplementary Figure 3. RT-qPCR validation of RNA-Seq results. 
Blots show the mean of the quantitative expression levels (2−ΔCt) of selected DEGs from control and ketamine-treated human iPSC-derived neurons. Gene expression levels were normalized to TBP levels. n = 3, mean ± SEM, * BH-adjusted p < 0.05, ** BH-adjusted p < 0.01.

Supplementary Figure 4. Original, unedited western blot images corresponding to Figure 2. C = Control; K = Ketamine. The regions used in Figure 2 are indicated by black rectangles on the original blot images.

Supplementary Table 1. Sequence of primers for qPCR assays

Supplementary Table 2. Differentially expressed genes (DEGs) after ketamine treatment. Log2 fold change (log2FC), adjusted p-value, and coding status are reported.

Supplementary Table 3. Enriched pathways identified among DEGs using KEGG and Reactome databases. The number of contributing genes adjusted p-value, and direction of regulation (up/down) are indicated.

Supplementary Table 4. SynGO annotation of DEGs.

Supplementary Table 5. Statistical analysis of RT-PCR data.

