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Figure S1. Raw images of bright-field microscopy in untreated and lidocaine-treated THP-1 cells.
Cell morphology visualized using light microscope (20x magnification) at various lidocaine
concentrations for 0, 6, 12 and 24 h. Representative images (cropped) were shown in Fig. 1B in the main
figure.



Figure S2. Protein-protein interactions of identified genes. The STRING
protein database was utilized to analyze the protein-protein interactions of GDF15,
FGF7, HGF, COL4A3, COL8A2, LAMB2, LAMC2, PDGFRA, and VEGFA.

STRING parameters used to generate this figure.
o full STRING network

PDGFRA

HGF-\\\\\\\\\
LAMC2
GDF15
& —
LAMB2

evidence, line color indicates the type of interaction evidence
medium confidence 0.400

number of nodes: 9

number of edges: 13

average node degree: 2.89

avg. local clustering coefficient: 0.652

expected number of edges: 1

PPI enrichment p-value: 1.93e-11
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