Common Coding Variants

Filtering Down Coding Variants
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Rare Coding Variants
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Pruning down the list of harmful Loss-of-Function SNV's
in coding regions:

Homozygous: 22
filters

Heterozygous: 64



Arylamine N-acetyltransferase (PDB: 2PFR_A ; gene: NAT2)
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® Post-translational modifications
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