Figure S1 lllustration of presence absence matrices calculated on pooled and hashtagged
scRNA-seq datasets. Within each rectangle we showed the P/A genotype for each sample
caclulated on scRNA-seq data using scSplit, and the corresponding P/A genotype calculated from
matched genotype files. The mapping of scRNA-seq sample to genotype sample was indicated by
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Figure S2 lllustration of presence absence matrices calculated on pooled fibroblast scRNA-seq
datasets. Within each rectangle we show the P/A genotype for each sample caclulate on
scRNA-seq data using scSpit, and the corresponding P/A genotype calculated from matched
genotype files. The mapping of scRNA-seq sample to genotype sample was indicated by colors.




