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C = {CNV, SNP, E-Gene, E-Protein, miRNA, Clinical} 

F = {Expression-Exon} M = {beta_value, position} 

(CNV, SNP, E-Gene, 
miRNA,  
   E-Protein, Clinical)  

 Exon-Expression  

 Methylation  

D = {seg_mean, rpmmm, scaled_est, p_exp_val} 

C-2 = {{p  {E  A  G}  {p = rdf:type  o  F}}  {{S-Join(p, E  F)  P-Join(p, E  F)}  {!S-Join(p, M  B  D  C)    
               !P-Join(p, M  B  D  C) }}} 
C-3 = {{p  {M  A}  {p = rdf:type  o  B}}  {{S-Join(p, M  B)   P-Join(p, M  B) }  {!S-Join(p, E  F  D  C)   
               !P-Join(p, E  F  D  C) }}} 

C-1 = {{p  {D  A  G}  {p = rdf:type  o  C}}  {{S-Join(p, D  C)  P-Join(p, D  C) }  {!S-Join(p, M  B  E  F)    
               !P-Join(p, M  B  E  F) }}} 

C-1  Category 
Colour = blue 

IF tumour lookup is successful 
   forward to corresponding 
leaf 
Else  
 broadcast to every one 

For each query triple t(s, p, o)  T  

A = {chromosome, result, bcr_patient_barcode}  G = {start, stop} 

B = {DNA-Methylation} 

E = {RPKM} 

      
Tumours 

 SPARQL 
endpoints 

C-2  Category 
Colour = pink 

C-3  Category 
Colour = green 
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