The variant analysis burden.
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Figure 1: The variant analysis burden. The numbers of variants analysed by clinically accredited scientists by their expected
consequences on the encoded protein and frequency in control populations. Annotations are performed against the specified
transcripts in online supplementary table S1 using V.68 of the Ensembl database and population frequencies available in dbSNP and
EVS.

Jamie M Ellingford et al. J Med Genet doi:10.1136/

jmedgenet-2016-103837

©2016 by BMJ Publishing Group Ltd



