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Validation

Source data for all the figures are provided as Source Data 1 and 2. The mass spectrometry raw data have been deposited to the ProteomeXchange Consortium via
the MassIVE partner repository with the dataset identifier MSV000086809 (https://gnps-explorer.ucsd.edu/MSV000086809) (ftp://massive.ucsd.edu/
MSV000086809/). Single-cell RNA sequencing data for control RAW cells were downloaded from NCBI Gene Expression Omnibus with accession number GSE94383
(https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE94383). Single-cell RNA sequencing data for C10 cells were requested from the author and provided in
Source Data 3.

No statistical methods were used to predetermine sample size in all experiments. In case of the experiment for single-cell level peptides of
three cell lines, sample size were determined based on published sample size usages for similar experiments (PMID:32127492;
PMID:32639140)

In figure 5a, four data were excluded based on the criteria of Pearson's correlation among samples. (Two C10, one RAW, and one SVEC single-
cell data)

Experiments were performed multiple times, and most experiments were reproduced at least three times with similar results.

Not relevant to the study, as only cultured cells were used for technology evaluation.

Not relevant to the study. We used well known cultured cells for technology evaluation.

Three recombinant antibodies were purchased from Abcam (Cambridge, MA, USA); Anti-NCAM1 (ab220360, 1:1000 dilution), Anti-
CD14 (ab221678, 1:1000 dilution), and Anti-BST2 (ab246508, 1:2000 dilution). Alexa Flour 546 goat anti-rabbit IgG (Invitrogen,
Cat#A11010, 1:1000 dilution) was used as a secondary antibody.

For all antibodies, validation was performed by the manufacturers using Western blot, Immunofluorescence, Immunocytochemistry,
or Immunohistochemistry. Published paper using the antibody are also included in webpage. See https://www.abcam.com/ncam1-




