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Supplementary Figures S1-S8:  
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Figure S1.- Intensity distribution plot. Panel A.-Raw data. Panel B.-Normalized and 

standardized data. Each line represents a serum sample. 

Figure S2.- Workflow for data analysis of serum screening by affinity proteomics. 

Figure S3.-Summary of PubPular datasets. Panel A.-Cluster of highlighted proteins in 

the database. Panel B.-Count of topic-specific proteins. Panel C.-Distribution of co-

publications in database. 

Figure S4.- PCA analysis of global of serum protein profiles by affinity proteomics. Panel 

A.-Pathological vs controls. Panel B.-Controls vs OA, RA, PSA. 

Figure S5.-Summary of cluster analysis. Panel A.-Minimal numbers of optimized 

clusters. Panel B.-Clusters silhouette plot. Panel C.-PCA analysis from patient clusters. 

Figure S6.- Correlation plots of differential protein profiles. Panel A.-Profiles OA vs 

controls. Panel B.-AR vs controls. Panel C.-PSA vs controls. 

Figure S7.- Box plots of all the proteins included in the potential panel of biomarkers. 

Figure S8.-Evaluation of differential serum protein profiles as potential biomarkers panel 

for diagnosis. Panel A.-ROC curve for AO vs APS. Panel B.-ROC curve for OA vs AR. 

Panel C.-ROC curve for APS vs AR. 

 

 

 

 

 

 



Supplementary Tables:  

Supplementary Table 1: List of antibodies in these arrays. 

Supplementary Table 2: Relative abundance protein level in OA vs controls. 

Supplementary Table 3: Relative abundance protein level in PSA vs controls. 

Supplementary Table 4: Relative abundance protein level in RA vs controls. 

Supplementary Table 5: Differential protein profiles of significant proteins in each 

cluster. 

Supplementary Table 6: Parameters of the logistic multinomial regression. 

Supplementary Table 7: Differential proteins profiles in each pathological 

comparisons  
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Supplementary Figure 1.-Intensity distribution plot. Panel A.-Raw data. Panel B.-Normalized 

and standardized data. Each line represents a serum sample. 

 

  



 

Supplementary Figure 2.-Workflow for data analysis of serum screening by affinity 

proteomics 

 

 

  



 

Supplementary Figure 3.-Summary of PubPular datasets. Panel A.-Cluster of highlighted 

proteins in the database. Panel B.-Count of topic-specific proteins. Panel C.-Distribution of co-

publications in database.  

 

 

  



 

 

Supplementary Figure 4.-PCA analysis of global of serum protein profiles by affinity 

proteomics. Panel A.-Pathological vs controls. Panel B.-Controls vs OA, RA, PSA.  

 

 

 

 



 

Supplementary Figure 5.-Summary of cluster analysis. Panel A.-Minimal numbers of 

optimized clusters. Panel B.-Clusters silhouette plot. Panel C.-PCA analysis from patient 

clusters.  

 



 

Supplementary Figure 6.-Correlation plots of differential protein profiles. Panel A.-Profiles 

OA vs controls. Panel B.-AR vs controls. Panel C.-PSA vs controls 

 

 



 

Supplementary Figure 7.-Box plots of all the proteins included in the potential panel of 

biomarkers.  

 

 

 



 

Supplementary Figure 8.-Evaluation of differential serum protein profiles as potentials 

biomarkers panel for diagnosis. Panel A.-ROC curve for AO vs APS. Panel B.-ROC curve for 

OA vs AR. Panel C.-ROC curve for APS vs AR.  

 


