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- Released selective  pressure on a structural domain  gives new insights on the
functional  relaxation of mitochondrial  aspartyl-tRNA synthetase .
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- Exome sequencing of  Bardet-Biedl syndrome patient identifies a null mutation in the
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- Retinoic Acid receptor subtype-specific transcriptotypes in the early zebrafish embryo.
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- The  familial dementia gene revisited: a missense  mutation revealed by  whole-exome
sequencing identifies ITM2B as a  candidate gene underlying a  novel autosomal
dominant retinal dystrophy  in a large family. 
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