Sequencing & Alignment

Me01 Me05 Agilent
Me02 Me08
Me04 Me12 Capture
50Mb - Mean on-target coverage: 94.58%
High-Quality

Filtering Criteria

* Depth >= 15 \ 53120 novel SNVs /

* QUAL >= 150

« AF >= 20% 10188 novel coding SNVs /
* Coding Novel SNV

* Clinical rs (dbSNP132)
* Filtered out HLA genes
* Filtered out homologous genes

* Internal exome DB filtering /

SIFT prediction tool

QUAL= SNV Call PHRED quality;
AF= Variation Allele Frequency
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