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Supplemental Figure S1. Summary of the ATAC-seq data. (A) Schematic of the ATAC-seq 

experiments for profiling accessible chromatin during zebrafish ZGA. (B) The heatmap shows 

the correlations between each biological replicate of ATAC-seq for each developmental stage. 

In the heatmap, replicates from the same time point were clustered together, and samples from 

adjacent stages showed stronger correlation than those from non-adjacent stages. 

  


