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Extended Data Fig. 7 | Strand asymmetry spectra for SNP DNMs. The count 
of phased SNP DNMs within the regions of enriched DNM rate around oNCOs, 
i.e. within 3�kb for paternal DNMs and within 100�kb for maternal DNMs. Strand 
asymmetry of DNM variants and their complement is observed in four mutation 

classes: maternal C�>�A (Fisher’s test p-value: 0.039), maternal C�>�G (Fisher’s test 
p-value: 2.3·10�6 ), and maternal C�>�T (Fisher’s test p-value: 7.0·10�5 ), and paternal 
CpG�>�TpG (Fisher’s test p-value: 4.7·10�3 ).



Extended Data Table 1 | Cohort and recombination data

The total number of meioses and MPPs in the study, along with the number of oNCOs and 
gene-converted markers. Also shown are the number of oNCOs and NCOs, split into short  
and extended events. 95% confidence intervals are shown in parentheses where applicable.
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Extended Data Table 2 | Relative rates of oNCOs and COs1 in 
annotated regions of the genome

The CO hotspots used are from sex-specific genetic maps1. The ChromHMM annotation40 for 
paternal and maternal meiosis is a consensus annotation (Supplementary note 6.3) for several 
samples measured in testis and ovary, respectively.



Extended Data Table 3 | Enrichment of DNMs near NCO and 
COs and the estimated contribution of recombination to the 
total DNMs rate

The contribution to the DNMs rate is computed from the elevation and the estimated numbers 
of NCOs and COs per offspring. For COs we use the enrichment estimates from a prior  
publication1 and the CO count of the current cohort.










