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Model 
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Global 
accuracy

93,2±5,8% 93,2%

98,6±0,0% 91.8%

83,0±4,0% 76,1%

78,6±17,3% 59.1%



Parameter Value ± SE

Sensitivity 0.98 ± 0.02

Specificity 1.00± 0.00

Positive Likelihood ratio ND 

Negative Likelihood ratio 0.02 

Negative predictive value 0.96 ± 0.03

Positive predictive value 1.00 ± 0.00

Accuracy 0.986 ± 0.000

Parameter Value ± SE

Sensitivity 0.78 ± 0.07

Specificity 0.94 ± 0.06

Positive Likelihood ratio 12.54 

Negative Likelihood ratio 0.23 

Negative predictive value 0.65± 0.10

Positive predictive value 0.97 ± 0.03

Accuracy 0.830 ± 0.04

Parameter Value ± SE

Sensitivity 0.83 ± 0.15

Specificity 0.75 ± 0.15

Positive Likelihood ratio 3.33 

Negative Likelihood ratio 0.22 

Negative predictive value 0.86 ± 0.13

Positive predictive value 0.71 ± 0.17

Accuracy 0.786 ± 0.173







Separation between PD and PSP patients
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Separation between PD and MSA patients
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Conclusions

Metabolomics can be an useful tool to train a decisional algorithm

This decisional algorithm can support the clinical diagnoses of 
neurodegenerative parkinsonisms

Final diagnosis cannot prescind clinical evaluation and 
follow up 
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