
S1 Fig. Depth of coverage. 

 

 

DP10/DP15 is the percentage of targeted regions that are covered by at least 10/15 

unique reads. Scatter plot and marginal histograms for mean depth and DP10/DP15 

are shown for 79 whole-exome sequencing (WES) trios (a) and 192 whole-genome 

sequencing (WGS) trios (b). Coverage statistics were calculated on the coding regions 

(including canonical splice sites) of GENCODE genes (v19). 
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