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File Name: Supplementary Data 1
Description: SCPCompanion output tables from this study and datasets of previous studies (Dou et al., 2018, Analytical Chemistry; Tsai et al. 2020, Molecular Cellular Proteomics).

File Name: Supplementary Data 2
Description: Surface marker proteins predicted by scProteomics, scRNA-seq, and the overlap of scProteomics and scRNA-seq. Proteins labeled with red were validated by immunofluorescence imaging. 

File Name: Supplementary Data 3
Description: Single-cell RNA sequencing data for C10 cells obtained from a previous study (Mitchell, et al., 2016, Acs Nano)

