
1.  Construct a co-
expression network 
and modules

2.  Find clinical trait 
related modules

3. Prioritize module 
genes using 
disease-related SNP

4. Use the integrated 
model to screen for 
genes
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Module connectivity M vs. F cor= 0.80, p < 10^{-15}

Module connectivity in females (F)
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Severity (A) , p-value= 5.7e-107
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Clustered Gene Expression Values

Colored by Modules

a. IWGCNA steps b.  CFS Patients analyzed in 
IWGCNA steps 

1. Full data set: 127 
CFS patients

2. Primary data set: 
87 patient subset 
with CFS severity 
scores

Exclude 
heterogeneous 
female samples 

3-5.  76 samples with 
CFS severity 
scores

Repeat steps 1-5
using secondary data 

set (33 patients)5. Determine causal 
drivers of module


