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Fig. S1. Quality Control of Single Cell RNA-seq Datasets. 

(a) Sequencing metrics of the six datasets (n=3 biological replicates; 2 technical 

duplicates) generated. 

(b) tSNE plot of single cell transcriptome with cells colored based on their donors of 

origin and replicate. 

(c) Bar graph showing the distribution of donor origin in different clusters. 

(d) Violin plot of number of genes (left) or UMIs (right) for different clusters identified. 

Red dot represents the median. UMI: unique molecular identifier. 
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