Supplementary Table: Sequencing and Peak information for 128-cell ATAC-seq Sample

	Sample
	Number of reads sequenced
	Number of mapped reads
	Number of reads post duplicate removal 
	Number of peaks (f-seq*)
	Avg. Peak size (bp)
	FRiP Score**

	Control whole 28 hpf embryos replicate 1 
	97,645,821
	60,118,344 (61.57%)
	41,651,211
	360,959
	498
	
[bookmark: _GoBack]



*F-seq parameters used: -f 0 and –t 2 
**FRiP score is calculated by dividing the number of aligned reads overlapping peaks with the total number of reads mapped.
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