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D. Approach
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We plan to convert and extend the curge
to allow the identification of pdregednline variants associated with high functional impact (Fig
3). Our new pipeline is calle @ t will have several features tailoring it to germline

analysis, including 1) identi wfictional sites among the conserved regions of the human

FunSeq prototype from j Cus on somatic variants

genome and ncRNA regulatory elements; 2) investigating the allelic elements; and 3) taking into
account network connectivity.
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D-2-b-i Statistical framework for parameter tuning using Bayesian updates
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