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BACKGROUND MetQy FUNCTION FAMILIES

KEGG: extensive gene and metabolic knowledge
contained in a collection of databases
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AIM = Modules to genomes

Develop a computational tool that: .1Ge“°m?§ sy 4
. . issing genes f!m module
1. is easy-to-use, open source and accessible

2. allows easy interfacing between KEGG databases _ Q package
3. enables large-scale automated cross-analyses on these A

BIOLOGICAL EXAMPLE TO ILLUSTRATE MetQy FUNCTIONALITY

- Analysed modules that are loosely related to anaerobic digestion (AD) across organisms whose name contain "methano
- Calculate KEGG module completeness fraction (mcf)* using query genomes_to modules()

A) Module fraction completeness (mcf) B) Zoom in - mcf of T0O4272 C) Genus-level PCA of mcf

PCZ(21.83%)

PC1 {37 .62%)

Methanogenic archaeon 1SO4-H5 (T04272)

plot heatmap(') plot sunburst() analysis_genomes_module_output(’)

*“mfc = number of module reactions present / total number of reactions
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