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intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41.
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BMC Genomics, 2012, 13, 547. :

Analysis of porcine adipose tissue transcriptome reveals differences in de novo fatty acid synthesis in
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Whole-Exome Sequencing in Age-Related Macular Degeneration Identifies Rare Variants in COL8AL, a
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Family-based exome sequencing identifies rare coding variants in age-related macular degeneration.
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Systematic ana(ljysis of short tandem repeats in 38,095 exomes provides an additional diagnostic yield.
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Diagnostic yield of next-generation sequencing in 87 families with neurodevelopmental disorders.
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Genetic screening for macular dystrophies in patients clinically diagnosed with dry age&€related
macular degeneration. Clinical Genetics, 2018, 94, 569-574.
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