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Recent update in movement disorders: New nomenclature of
genetic movement disorders, MDS-PD criteria for Parkinson'’s
disease and prodromal Parkinson’s disease research criteria

Hui-Jun Yang, MD

Department of Neurology, Ulsan University Hospital, University of Ulsan College of Medicine, Ulsan, Korea

To facilitate the interpretation of recent genetic studies which are accelerated by next-generation sequencing (NGS) technique, the
International Parkinson and Movement Disorder Society (MDS) task force has revised a nomenclature system for naming genetically
determined movement disorders, including inherited parkinsonism, dystonia, ataxia, hereditary spastic paraparesis, chorea, parox-
ysmal movement disorders, neurodegeneration with brain iron accumulation, and idiopathic basal ganglia calcifications. The MDS
task force for nomenclature of genetic movement disorders also has opened a dedicated online database, MDSGene, which system-
atically collects and curates available published genetic findings about various ranges of movement disorders. In addition, the MDS
recently updated its clinical diagnostic criteria for Parkinson's disease (PD) as MDS-PD criteria, and proposed the research criteria de-
fining prodromal PD. This article reviews the recent updates and the new study findings on PD as well as other movement disorders.
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Table 1. MDSGene G|0|E{tH|0|A 2| pathogenicity scoring A|A|. Modified from MDSGene.org.
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(evidence) (segregation) (frequency) (CADD score) (functional studies)

193 9| single heterozygous patient A m negative studies & = absence of
Least o) >0.01 (0X) <10 (0%) studies (0%)
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Suggestive 0|4 9] single heterozygous 0.001-0.009 (1H) 10-14 (18) 1 positive study (278)

patients or 1 family (27)

Strong 2 families (3%) 0.0001-0.0009 (2&) 15-20 3X) 2 positive studies or null allele (4%)
Highest >2 families (6X) <0.0001 (3H) >20 (5%) >2 positive studies (63)
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