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Supplementary Information 

Supplementary Figure S1 – Discarded samples based on chromatogram 

discrepancy and poor correlation with other samples’ protein profiles. a. TIC comparison. 

Reference TIC (black), TIC of discarded samples (red and green). b. Heat-map 

representation of 30 sweat protein profiles. Hierarchical clustering of Pearson’s 

correlation coefficients generated using average Euclidian distance matrix.  
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Supplementary Table S23 – Quartile distribution of clinical data from 

hierarchically clustered samples. Color coding indicates value position in quartile-

delimited distribution. Yellow: between minimum value and Q1, orange: between Q1 

and Q2, bright red: between Q2 and Q3, dark red: between Q3 and maximum value. 

The cluster position column reports sample clustering from Figure 4b. 

Clusters 1 and 7 grouped subjects with low collected volumes (low water loss) 

and ion amounts (low ion loss). Samples from cluster 7 would cluster apart due to 

higher protein masses and concentrations (higher protein loss). 

Clusters 2, 3 and 5 grouped subjects with high collected volumes (high water 

loss). Samples from cluster 2 would cluster apart due to ion and protein secretion 

following the high water flow, resulting in high solute loss. Samples from cluster 3 would 

cluster apart because of ion and protein secretion not following the high water flow, 

resulting in low sweat concentration and solute loss. Then, the sample from cluster 5 

would cluster apart because of a phenotype where ion and protein secretion alongside 

the high water flow, resulted in low potassium and protein concentration, on one hand, 

and high sodium chloride concentration, on the other hand.  

Cluster 8 grouped subjects with discrepancies between right and left arm sweat 

volumes as well as a phenotype similar to cluster 5. 

Cluster 6 grouped subjects with intermediate collected volumes (intermediate 

water loss) and high solute concentrations and amounts (high ion and protein losses). 

Clusters 4 and 9 grouped subjects with unmatched sweat collected volumes and 

concentrations. 


