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Supplementary Figure: Flow diagram showing the selection process of transcriptome expression profiles 

from the ArrayExpression database. 

 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

Records identified from*: 
Databases (n = 69) 
Registers (n = 0) 

Records removed before 
screening: 

Duplicate records removed  
(n = 0) 
Records marked as ineligible 
by automation tools (n = 0) 
Records removed for other 
reasons (n = 0) 

Records screened 
(n = 69) 

Records excluded** 
(n = 0) 

Data sets sought for retrieval 
(n = 69) 

Data sets not retrieved 
(n = 0) 

Data sets assessed for eligibility 
(n = 5) 

Data sets excluded: 
No RNA-seq or array-based 
transcription profiling 1 (n = 40) 
Other tissue than blood (n=24) 

Studies included in network 
meta-analysis 
(n = 5) 
 

Identification of studies via databases and registers 
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