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Supplementary Figure S1. KEGG Pathway Gene Set Enrichment Analysis. A-C: Volcano plots

show enriched KEGG pathways from RNA-Seq analysis of HAOECs exposed to nicotine (Nic) at 100

nM (A), angiotensin Il (Ang Il) (B) at 100 nM and the combination (Comb) of Nic (100 nM) and Ang I

(100 nM) (C) vs. Control.
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Supplementary Figure S2. Gene Ontology Analysis. A-C: Bar graphs show overrepresented gene sets in biological processes (A), cellular

components (B), and molecular functions (C) from RNA-Seq analysis of HAOECs exposed to nicotine (Nic) at 100 nM, angiotensin Il (Ang Il) at 100 nM,

and the combination (Comb) of Nic (100 nM) and Ang Il (100 nM) vs. Control.




