Additional file 1. Functional annotations of 20 candidate genes from an IWGCNA of chronic fatigue syndrome data. All statistically significant
genes were upregulated in the high severity group. 16 out of the 20 candidate genes were eligible for Ingenuity Pathways Analysis (IPA). (a) IPA identified
four networks with a statistically significant interaction among 12 candidate genes (p-value = 10'32). Hematological disease was one of the three most
significant functions for this interaction (other top functions can be found in the footnotes). (b) Analysis of the 212 network eligible blue module genes
identified several significant pathways that have previously been shown to be involved in CFS. (c) Using aLEO.NB.SingleMarker threshold of 0.3
indicates that all but three of the candidate genes are causal for the blue module gene expression (where 66 total genes were causal by this criterion).
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RYK receptor-like tyrosine kinase. May play a
role in the development of cleft lip and/or

Hematological Disease’

Connective Tissue®

palate. 3g22 -0.50 182
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. . 2 . . 11
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13LEO.NB.SingIeMarker scores (converted to fold changes).







