Figure 1

University of Kentucky 3R4F  Cannabis with 13% THCA (w/w),
research grade tobacco cigarette  0.18% THC, 0.18% CBGA
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Figure 4

Control media

University of Kentucky 3R4F  Cannabis with 13% THCA (w/w),
research grade tobacco cigarette ~ 0.18% THC, 0.18% CBGA

10% 10% 24 hour
Tobacco Smoke Extract Cannabis Smoke Extract  post-exposure
(TSE) (CSE)

— = LDH Viability Assay

——— = TEER

— = Cytokine Array

DRI (I (SRR

n=4 - Vehicle
n=4 - LABA/GCS

— == RNA-seq

n=4 - Vehicle n=4 - Vehicle
n=4 - LABA/GCS n=4 - LABA/GCS



Figure 5
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Figure 7
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Figure 8
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Figure X (Omitted in BioRxiv Preprint)
- Define network based on B[a]p signature genes
- Color nodes by log2 fold change
- Point of figure can be that B[a]p induced genes form an interconnected network and that the
network responds almost identically between both smoke exposures, implicating B[a]p as the main
driver of the response
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A Cannabis




Figure 9
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Figure 10 A
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Figure 11
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Figure 12
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Figure X (Omitted from BioRxiv Preprint)
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Supplement Figure 1
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EXTRA SLIDES/ NOTES
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Figure 9 (Sketch)
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