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Sample size for each experiment was specified in each figure legend, and n=3 was chosen as the minimal replicate number. THP-1 monocytes
were seeded at 200,000 cells/mL and 600,000 cells per well and CD14+ primary human macrophages were differentiated with 300,000 cells
per well.

There were no data exclusions in this study.

The replicate experiments were successful. This forms the basis of the sample sizes described in the figure legends of

each experiment.

Protein samples, drugs (inhibitors and positive controls), and cells are aliquoted and subsequently selected randomly. Protein samples and
cells used for this study were selected randomly and analyzed equally.

LC-MS/MS and native mass spec (Fig. 1c&d), the membrane permeability assay (Fig. 3b), and qPCR gene expression study were carried out as
blind experimenta, in all other experiments blinding was not possible as the same investigator(s) were simultaneously preparing and running
the samples.

The THP-1 cells were obtained from ATCC-TIB-202 from LGC Ltd, Middlesex, UK.

No additional authentication of this cell line was performed.

Cells were tested negative for mycoplasma contamination.

No commonly misidentified cell lines were used.




