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Supplementary Information 

Supplementary Figure 1: Consensus cluster results. 

 

Results from consensus cluster for cohort1 (A) and cohort2 (B). The Bayesian 

information criterion was used to evaluate the optimal number of clusters. Patients are 

in columns and rows in the same order. Blue intensity represents the probability of two 

patients clustering together. 

Supplementary Figure 2: Functional analysis from Revigo. 



 

The functional pathways significantly over-expressed (left) and under-expressed (right) 

for each cluster semantically clustered using the Revigo webtool. The color scale reflects 

the significance level and the size of the circles represents the redundancy explained by 

each clustered term. Supplementary File 1, sheets 2-4 contains all significant pathways. 

 

 

 

 

 

 



Supplementary Figure 3: Internal model testing. 

 

Different variable combinations used on the classification model and the accuracy 

obtained (y-axis) across different k values (x-axis). Cl: cluster label. N: correlation 

between neutrophils and SLEDAI. L: correlation between lymphocytes and SLEDAI. NLR: 

correlation between neutrophil/lymphocyte ratio and SLEDAI.  

 

Supplementary dataset: Cohorts and functional analysis of the results. 

Excel file that contains 4 sheets. Sheet 1 shows a table with a description of SLE cohorts 

and their use in the analyses. Sheets 2-4 contain the significant under and over-

expressed gene ontology terms in the 3 SLE clusters. 

 


