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Extended Data. Gene cluster markers and differentially expressed genes and proteins. 

AUC classifier and/or negative binomial likelihood ratio test with Benjamini-Hochberg 

multiple testing correction (n=2 for Gao et al15 dataset; n=10 for Li et al21 dataset, n=3 per 

group otherwise) were used for cluster marker and differential gene expression detection. 

For quantitative proteomics, limma linear model empirical Bayes p-value and Benjamini-

Hochberg multiple testing correction was used (BEST4- n=2, BEST4+n=3). 

 


