VISUALIZATION OF KEGG PATHWAYS

KEGG pathways visualization for the comparison OF vs. RE cows using the application KegArray available in KEGG: Kyoto Encyclopedia of Genes and Genomes website at http://www.genome.jp/kegg/download/kegtools.html. The gene IDs of pathways from -14 to 14 days with fold change values were uploaded to the KEGG database using the KegArray tool. 
The results from analysis using KegArray is not fully comparable with the DIA because the former only use the fold change as input while the DIA accounts for proportion of DEG compared to the genes present in array, the P-value of the change, and the fold change/difference. In addition, the DIA does not weight more the down-regulated genes compared to the up-regulated, but the KegArray tends to use the “limit enzyme” concept in the pathway, i.e., if in a enzymatic complex all genes coding for the proteins are up-regulated but one gene is down-regulated the object of the complex will appear green. 
The orange-red object denote protein (or complex of proteins) overall more expressed in OF vs. RE, the green object denote protein (or complex of proteins) overall more expressed in RE vs. OF, the grey objects denote genes present (or annotated) in the bovine genome but not affected by diet or not present in the microarray, and white objects denote genes not yet annotated in the bovine genome. Shown are only the pathways from -14 to 14 days; these pathways are shown in descending order of impact as calculated by the DIA.
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