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60 Narcolepsy is strongly associated with the T-cell receptor alpha locus. Nature Genetics, 2009, 41,
708-711. 9.4 445

61 The Parkinson disease causing LRRK2 mutation I2020T is associated with increased kinase activity.
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Diabetes insipidus, diabetes mellitus, optic atrophy and deafness (DIDMOAD) caused by mutations in a
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