
Supplementary data 1: Primer sequences used in qPCR experiments 

 

 

 

 

 

 

 

 

 

 

Name Sequence Annealing 
temperature 

FKBP52 forward 5’-TGGTAGGGATGAGGTCTGATAAGA-3’ 60°C 

FKBP52 reverse 5’-AGGGAAAGGATGAGGAAAACG-3’ 60°C 

PPIA forward 5’-CCTGGTGGTGCATGCCTAGT-3’ 60°C 

PPIA reverse 5’-CTCACTCTAGGCTCAAGCAATCC-3’ 60°C 

PRDX2 forward 5’-TGTGATCGTCCGTGCGTCTA-3’ 60°C 

PRDX2 reverse 5’-CGATGCGCGCGTTAC-3’ 60°C 

TBP89 forward 5’-TTTTCTTGCTGCCAGTCTGGAC-3’ 65°C 

TBP89 reverse 5’-CACGAACCACGGCACTGATT-3’ 65°C 

RS9 forward 5’-AAGGCCGCCCGGGAACTGCTGAC-3’ 62°C 

RS9 reverse 5’-ACCACCTGCTTGCGGACCCTGATA-3’ 62°C 



Supplementary data 2: Sensitivity, specificity, predictive values and diagnosis accuracy of the 5 markers in cancer, PBC and CIS. 

 

 

Values are represented in %.  

 

Se (sensibility) = number of true positive / number of cases 

Sp (specificity) = number of true negative / number of controls 

PPV (positive predictive value) = 
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 where “prv” corresponds to the Prevalence of the disease, estimated by the proportion of diseased subjects in the 

population. 

NPV (negative predictive value)   = 1 – 
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Diagnostic accuracy = (number of true positive + number of true negative) / total number of samples. 

Marker FKBP52 PPIA PRDX2 HSP60 MUC1 

Comparison HC/cancer HC/PBC HC/CIS HC/cancer HC/PBC HC/CIS HC/cancer HC/PBC HC/CIS HC/cancer HC/PBC HC/CIS HC/cancer HC/PBC HC/CIS 

 
Se 
Sp 

PPV 
NPV 

Diagnostic accuracy 
 

 
50.1 
87.2 
85.7 
53.4 
64.8 

 
43.1 
89.5 
72.6 
70.9 
71.3 
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78.4 
68.5 
71.8 
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63.4 
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87.9 
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42.5 
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31.9 
88.6 
71.2 
59.6 
62.0 



Supplementary data 3: Leave-one-out cross-validation* 

 

 

*One sample was removed from the statistical model containing a total of 235 samples (respectively 153 

and 175) and a classifier was generated to predict the status, healthy or cancer (respectively PBC and 

CIS), of the removed sample using the rest of the samples. This procedure was repeated for all samples. 

**Diagnostic accuracy = (number of true positive + number of true negative)/total number of samples. 

 

Comparison Sensitivity (%) Specificity (%) Diagnostic accuracy** (%) 

Cancer vs Healthy 52.1 77.4 62.1 

PBC vs Healthy 53.3 87.1 73.8 

CIS vs Healthy 70.7 76.3 73.7 
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