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For each developmental stage/treatment group, cells from three separate oocyte collections were processed for ATAC-seq, generating three
biological replicates. This permitted us to determine if any replicates deviated significantly from their groups.

No data were excluded.

Normalized genome-wide ATAC-seq signal was compared between biological replicates through principal components analysis and correlated
with the Spearman rank-order correlation coefficient. In general, replicates were consistent with one another, with the exception of libraries
from 2-cell control embryos, which generally demonstrated lower enrichment than other developmental stages.

From a given collection, oocytes were randomly divided into two groups: embryos to be cultured under control conditions, and embryos to be
transcriptionally inhibited. Thus, for a given replicate, control and transcriptionally inhibited embryos were derived from the same oocyte
collection, cultured concurrently, and harvested for ATAC-seq at the same developmental stage.

It was not possible to blind during this study, as each replicate and developmental stage was collected separately and processed immediately.
Data processing was not blinded; however, all sequencing data were processed through the same bioinformatics pipeline.

Bovine ESC were derived from bovine ICM as described by Bogliotti et al (2018).

Bovine source of cells was authenticated by karyotyping and genomic sequencing resulting from ATAC-seq. Cell pluripotency
was determined by teratoma formation, and pluripotency factor immunostaining.

All cell lines tested negative for mycoplasma contamination, based on PCR assay.
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