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oF01: ATAC-Seq = assay for transposase-accessible chromatin with sequencing; BWA = Burrows-Wheeler aligner; ChIP-Seq =
chromatin immunoprecipitation with sequencing; MACS3 = model-based analysis of ChIP-Seq(Z2%! 7|2t9| ChIP-Seq £41); QA = quality
assurance(&Z& E3); QC = quality control(Z& 22[); RNA-Seq = RNA sequencing(RNA A&
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