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A Network compendium
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Results

¢ 42 teams submitted single-network methods
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Results

 Methods often find unique trait-associated modules

Overlap of trait-associated modules between methods

Within networks

»

Across networks
270 4%

Type of overlap

[1 Strong overlap

0

[] Sub-module

[1 Strong overlap and sub-module

[1Weak overlap

38

[ Insignificant overlap

|
Modules of methods X Y



Genes

Consensus predictions

Genes

C Cij =« number of methods that put gene |
and | together in same module

(consensus matrix)

Then, clustered using top-performing method.
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Validating modules

A height-associated module
predicted by a lower-powered
GWAS is confirmed by a
higher-powered GWAS
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Example interesting module

Inflammatory bowel disease
Interleukin signaling, JAK-STAT cascade
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e JAK-STAT inhibitors are in clinical trials for Crohn’s/UC



Link to preprint at jjc2718.github.io; poster A-200

Most code/data is available at https://synapse.org/modulechallenge, more to come
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