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Expansion of genetic testing in the division of functional genomics, research center
for bioscience and technology, Tottori University from 2000 to 2013
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1. Clinical and serial MRI findings of a sialidosis type I patient with a novel

missense mutation in the ANEUI gene
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2. Anovel mutation of the GA4 gene in a patient with adult—-onset pompe disease lacking
a disease-specific pathology
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