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Antibodies
Antibodies used

RNA-seq and WGBS data generated in this study are freely available from to the Gene Expression Omnibus (GEO, accession number: GSE152106).

Data from the following accession numbers were used in this study:

GSE56697 (MethylC-Seq data from oocytes, sperm, and ICM, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE56697),

GSE76687 (allele-specific H3K27me3 peak coordinates in ICM, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE76687),

GSE80810 (single-cell gene expression data from oocytes and preimplantation embryos, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE80810),
GSE130115 (allele-specific RNA-Seq in WT and Dnmt3l matKO morulae, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE130115),

GSE116713 (allele-specific RNA-Seq in WT and Eed matKO morulae, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE116713).

No explicit sample-size calculation was performed, but our experimental design was guided by common community standards. For RNA-seq,

we compared allelic ratios across 5 forward and 3 reverse crosses after removing two low-quality samples (see below). For WGBS, we

compared two androgenote, parthenogenote, and biparental blastocysts each. The reliable detection of 23 out of 24 known GL-DMRs within a
set of 859 DMRs illustrates the reliability of the WGBS dataset.

RNA-seq samples 4 and 6 were removed from the analysis pipeline due to low alignment rate (less than 5 % of reads mapping to the reference

genome) and low sequencing depth (too low number of total reads), respectively.

Replication attempts are reported in detail in Supplementary Dataset 3.

No specific measures were taken regarding randomization. Randomization of sample allocation is not a standard in the field.

Where necessary, sample collection and analyses were performed by different researchers on multiple occasions but there was no formal
blinding, which is not a standard in the field.

rabbit anti-Oct4 ChIP (Abcam ab19857), 1:100 (v/v) dilution; mouse anti-Cdx2 (BioGenex, clone CDX2-88), 1:100 (v/v) dilution.




