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Fig. S1.  HC and CFS networks have significantly different topology.  Three frequency 

distributions are shown to compare the similar graph edit distances between consensus 

networks within each diagnostic category (green HC and red CFS), and contrast these 

with the graph edit distances between consensus networks drawn from different 

diagnostic categories (blue).  The two distributions for HC and CFS diagnoses overlap, 

and so are stacked.  Each indicates the distribution of graph edit distances between 

consensus networks of the same diagnostic category, and contains n(n-1)/2 = 45 

distances, where n = 10 is the number of consensus networks calculated for both HC 

and CFS.  The average graph edit distance between consensus networks is slightly 

lower in CFS (red) than HC (green), but similar (≈ 0.35).  The average graph edit 

distance between two networks (blue), one HC and one CFS, is significantly larger (≈ 

2.0); this distribution contains n×n = 100 distances. 
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Table S1. A majority of the cytokines is differentially expressed in CFS. Mean and 

median expression (pg/ml) of 16 cytokines in healthy controls and CFS patients including 

the dispersion of these values in terms of the standard error and median absolute 

deviation from the median (MAD).  Significance of the difference in median (delta 

median) is estimated using a p-value calculated via the Wilcoxon rank-sum test for two 

independent samples. Values below the lower detection limit were set to zero. 

 

a std err is the standard error of the mean  

b  MAD is the median absolute deviation from the median, a robust dispersion 

statistic such that 



MAD x  X
*
*

 and 



X * indicates a median value. 
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Table S2. A large majority of the cytokines was differentially related in CFS.  The 

role each node plays among the others within a network is highly influenced by its 

degree centrality and eigenvector centrality.  Consequently, changes in centrality scores 

are important for understanding the cytokine network in CFS patients.  Significance was 

estimated using a p-value calculated via Welsh’s (Student’s) t-test for samples with 

unequal variances. 
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Table S3. Coefficients of inter and intra-assay variation (CV) along with detection limits for each cytokine assay with the number of 

observations in the HC (n=59) and the CFS (n=40) groups below the lower limit of detection (LLD*), and the lowest non-zero 

concentration used for the standard curve (LSC). The LLD for the standard Quansys protocol is also shown for comparison. 
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Table S4. Spearman cross-correlation coefficients for the expression of 16 cytokines in the Healthy Control group (HC). 
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Table S5. Spearman cross-correlation coefficients for the expression of 16 cytokines in the CFS patient group (HC). 
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