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(v1.4.5). Computational footprinting analysis was conducted across samples using HINT-ATAC which is part of the Regulatory Genomic Toolbox
(v.0.12.3) also using default parameter settings and the galGal5 genome.

RNA-seq Differential Expression Analysis

Adaptors were removed from raw paired-end sequencing reads and trimmed for quality using Trim Galore! (v.0.5.0) using default parameters.
Quality control was performed before and after read trimming using FastQC (v.0.11.6) and no data quality issues were identified after
checking the resultant QC reports. Processed reads were mapped to galGal5 cDNA using kallisto (v.0.44.0). Resultant quantification files were
collated to generate an expression matrix. Differential expression, GO term and pathway analyses were then conducted using DESeq2 and
default settings within the iDEP (v.9.0) web interface.GO term analysis used PGSEA method for GO Biological Process with a minimum of 15
and maximum of 2000 geneset and <0.2 FDR.

Image analysis

Sections were visualized on an Axioscope with Axiovision software (Zeiss). Whole mount embryos were photographed on a Zeiss SV11
dissecting microscope with a Micropublisher 3.5 camera and acquisition software or Leica MZ16F using Leica Firecam software. Live imaging
datasets were analysed in FIJI/ImageJ.

ATAC-seq and RNA-seq raw sequencing data for this study is stored at the Sequence Read Archive (SRA) using the BioProject accession: PRJNA602335. All other data
supporting the findings of this study are available from the corresponding author on reasonable request.

ATAC-seq or RNA-seq experiment was done on a pool of 4 somites per tissue sample per replicate. 3 embryos were used for ATAC-seq and
RNA-seq sample collection. For CRISPR experiments individual embryo samples were collected after electroporation to collect for RNA and
subsequently qPCR. A minimum of 4-5 embryos were electroporated for each condition.

n/a

ATAC-seq and RNA-seq were carried out in experimental triplicates. Pearson score for ATAC-seq and RNA-seq experiments showed high
correlation across replicates that clusters together (See PCA plots).

n/a

n/a




