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Supplementary Figure S1: Sequence and mapping statistics for 14 PAK house mouse genomes. 

(a) We targeted an average of 30x coverage per sample (red line), with actual coverage values 

ranging from 17-45x. Bar charts showing (b) the percentage of sequenced reads mapping to the 

mm10 reference genome per sample and (c) the percentage of bases supported by at least 5 reads. 

(d) DNA substitution rates before and after trimming the 5bp at the 3’ and 5’ termini of each read.   
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Supplementary Figure S2: The distribution of DNA misincorporation errors at both the 5´ and 

3´ termini of sequenced reads from PAK house mice. The y-axis shows the frequency of post-

mortem DNA damage relative to the mm10 reference genome. Post-mortem DNA damage is 

expected to lead to an excess accumulation of C>T and G>A substitutions. 

 



 
Supplementary Figure S3: Bar plot of the number of paired-end reads generated for each PAK 

sample.  

 


