
 

Supplementary Table 1: Sequencing statistics for single nuclei ATAC-seq 
libraries. General overview of sequencing for single nuclei ATAC-seq libraries including 
PCR duplication rates and fraction of mitochondrial reads. Please note that paired end 
reads were treated as separate reads. Sequencing libraries for replicate 1 and 2 were 
sequenced together and single cell datasets were assigned based on replicate specific 
barcode combinations (Set_1 or Set_2). One exception was E13.5 where replicate 1 
and 2 were sequenced on separate lanes. Please note that for E11.5 7 out of 8 bp were 
detected for the p5 barcode. M: million. 

  



 

Supplementary Table 2: Overview of single nuclei ATAC-seq data after filtering 
out low quality cells. Overview of nuclei that pass quality control and general 
properties of data sets including promoter coverage and fraction of reads in peaks. 

  



Parameter this study Cusanovich et al. 201512 Buenrostro et al. 201513 
Single cell 
strategy 

Combinatorial indexing Combinatorial indexing Microfluidics 

Sample type Frozen tissues Cell lines Cell lines 

Total cells/nuclei 
(per experiment) 

15,676 (303-2,235) 15,814 (533-1,459) 1886 (n.r.) 

Reads per 
cell/nucleus 

(median) 
9,375-18,397 1,390-3,094 73,000 (average) 

Fraction of reads 
in peaks 

15.7%-37.4% 41-59 % > 15% 

Promoter 
coverage per 
cell/nucleus 

11.60% n.r. 9.40% 

 
Supplementary Table 3: Comparison of single nuclei ATAC-seq with previously 
published initial single cell ATAC-seq studies. Table illustrating several characteristics 
of single nuclei/cell ATAC-seq libraries. n.r. not reported 
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