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Parkinson’s disease (PD) is characterized by variegated clinical manifestations with different 
grades of motor and non-motor symptoms, and different biomarkers. With the aim to classify the 
multifariousness of PD in distinct subtypes and study their distinct clinical phenotypes we used 
machine learning methods like random forest and K-mean clustering in Luxembourg Parkinon’s 
study. six subtypes were identified first using k-mean clustering. We then used linear regression 
and random forest to identify significantly different clinical characteristics of each of the 
subtypes. Visualization and statistical analysis were performed for analyzing the obtained PD 
subtypes. As a result, 704 patients with idiopathic PD from the baseline data were investigated 
and six subtypes were identified with107,108,111,129,132,117 PD patients respectively. The 
distinct and statistically significant clinical phenotype differences across these six subtypes are 
summarized in visual representation through heat plots below. 

 
 
Further work to elucidate the distinctiveness of the subtypes and looking at difference in 
molecular signatures across different omics platforms along with refining the subtypes is under 
future pipeline 
  


