
Identify SNPs in chromosome 7

Sample 1 Sample 2

BAM alignment files:

Combine SNPs from each sample

Define cell populations by SNP content

Identify populations by Bax expression 

Bax WT Bax KO

# wt cells # ko cells

Sample 1 4,567 670

Sample 2 335 3,554

Assign correct genotype to individual cells
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Changed B,C, E,F.




