
 
 

Supplementary Table 1: Peptide sequences and correlations between individual peptides 
measured by nanoLC-PRM-MS. Summary of peptide sequences measured by nanoLC-PRM-
MS and correlations between unadjusted peptide values for each of the 26 CSF protein 
candidates in all participants. Pearson’s correlation coefficients (r) are presented. 

  



 
 

Supplementary Table 2: Comparison of CSF protein levels across disease stages. Fold 
changes and comparisons of age-adjusted CSF protein levels between controls, preHD, 
early/mid HD, and late HD individuals. Intergroup differences were assessed using ANCOVA 
including age as a covariate followed by posthoc analysis using Tukey’s test to correct for 
multiple comparisons. Fold changes represent the ratio of age-adjusted means between groups. 
P-values <0.05 are shown in bold. *Candidates not previously investigated in HD CSF.  

 



 
 

Supplementary Table 3: Correlation of CSF proteins with years to predicted disease-
onset. The relationship of unadjusted CSF protein levels with years to predicted disease-onset 
were evaluated in preHD mutation carriers using Pearson’s correlation. Correlation coefficients 
(r) are presented and colour scales highlight positive (blue) and negative (red) correlations. 
Correlations with P-values <0.05 are shown in bold. 

  



 
 

Supplementary Table 4: Correlations between CSF proteins in HD mutation carriers. 
Associations between age-adjusted CSF protein levels were performed in all HD mutation 
carriers using Pearson’s partial correlation including age as a covariate. Proteins were grouped 
according to their association with biological processes related to neuronal function, motor 
behaviour, cognition and memory, synapse organization and plasticity, complement pathway 
activation, immune response, and apoptosis and cell death. Functional enrichment analysis of 
CSF proteins was performed using g:GOSt (g:Profiler). Correlation coefficients (r) are presented 
and colour scales highlight positive (blue) and negative (red) correlations. Correlations with P-
values <0.05 are shown in bold. 

 

 

  



 
 

Supplementary Table 5: Discriminatory power of individual CSF markers for stratification 
of disease stages.  ROC curve analysis evaluating the discriminatory performance of individual 
CSF protein for distinguishing subjects based on HD mutation status and disease severity. Age-
adjusted values were used to generate ROC curves. P-values <0.05 are shown in bold.  

 


