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ESM Figure 2   The distribution of per-base sequencing depth in 2,000 samples.   

The proportion of the exome target region that was covered by 0 – 30 read bases was calculated for each 

sample. For each per-base sequencing depth, the median proportion (shown as the black bar) in the 2,000 

samples was calculated. In the left plot all sites were applied whereas in the right plot we excluded all low 

quality (<Q20) sites as well as sites where reads were not unique (i.e. the reads had been mapped to more 

than one site during the alignment). Each box plot shows the lower and upper quartile boundary. The 

whiskers are placed 1.5 times the interquartile.  

 

  


