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Supplementary Figures 
Figure S1. tSNE plot showing cell clusters after removed batch effects 
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Figure S1a. tSNE plot for four samples of pre- and post-THC infusion.
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Figure S1b. tSNE plot for pre-THC infusion of subject 1
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Figure S1c. tSNE plot for post-THC infusion of subject 1
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Figure S1d. tSNE plot for pre-THC infusion of subject 2
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Figure S1e. tSNE for post-THC infusion of subject 2. 
Figure S2. Sample marker gene expression in each cell type of 15,973 peripheral blood mononuclear cells
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Figure S3. Differential gene expression of 13 genes common induced by THC using qPCR in bulk PBMCs and scRNA-seq in six cell types. A. Heatmap of gene expression fold changes in bulk PBMCs and cell types; B. Concordance of fold changes between bulk PBMCs and CD8 cells.
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Figure S4. Inferred mechanistic TNF gene networks involving in THC-induced gene expression. The expression of six THC-induced genes regulated by TNF pathway that includes 15 genes participating in signaling transduction
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Figure S5. Study design and procedure of THC infusion in human subjects.
[image: figure_for_submit/png/pdf2png%203/Fig%20S3/Fig%20S3-1.png]
SA: Substance Abuse; PANSS: Positive and Negative Syndrome Scale; CADSS: Clinician Administered Dissociative States Scale; VAS: Visual Analog Scale; IV: Intravenous Injection; EEG: electroencephalogram. 
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Figure S3. Study design and procedure
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