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Figure 1. High-resolution negative ion electrospray product ion tandem mass spectra of
the SARS-CoV-2 S1 protein ligand eluting at 3.8 min during MagMASS and a CBGA

standard with identical mass and UHPLC retention time.
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Figure 2. High-resolution negative ion electrospray product ion tandem mass spectra of

the SARS-CoV-2 S1 protein ligand eluting at 8.2 min during MagMASS and a A’-THCA-

A standard with identical mass and UHPLC retention time.
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Figure 3. High-resolution negative ion electrospray product ion tandem mass spectra of

the SARS-CoV-2 S1 protein ligand eluting at 3.7 min during MagMASS and a CBDA

standard with identical mass and UHPLC retention time.



Cytotoxicity of CBDA in mamallian cell lines
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Figure 4. Cytotoxicity of CBDA in mammalian cell lines at concentrations used for
neutralization. Cytotoxicity of CBDA was analyzed at concentrations used for
neutralization to disentangle inhibition of viral entry and loss of cell fithess. Fluorescent
resazurin assay was used to estimate cell viability for each cell line in presence of
CBDA dilutions. Fluorescent signal was normalized to DMSO-only control for each cell

line. Data are presented from two independent experiments.



